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Welcome to STN International 
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1 






Web Page for STN Seminar Schedule - N. America 


NEWS 


2 


JAN 


02 


STN pricing information for 2008 now available 


NEWS 


3 


JAN 


16 


CAS patent coverage enhanced to include exemplified 
prophetic substances 


NEWS 


4 


JAN 


28 


USPATFULL, USPAT2, and USPATOLD enhanced with new 
custom IPC display formats 


NEWS 


5 


JAN 


28 


MARPAT searching enhanced 


NEWS 


6 


JAN 


28 


USGENE now provides USPTO sequence data within 3 days 
of publication 


NEWS 


7 


JAN 


28 


TOXCENTER enhanced with reloaded MEDLINE segment 


NEWS 


8 


JAN 


28 


MEDLINE and L MEDLINE reloaded with enhancements 


NEWS 


9 


FEB 


08 


STN Express, Version 8.3, now available 


NEWS 


10 


FEB 


20 


PCI now available as a replacement to DPCI 


NEWS 


11 


FEB 


25 


IFIREF reloaded with enhancements 


NEWS 


12 


FEB 


25 


IMSPRODUCT reloaded with enhancements 


NEWS 


13 


FEB 


29 


WPINDEX/WPIDS/WPIX enhanced with ECLA and current 
U.S. National Patent Classification 


NEWS 


14 


MAR 


31 


IFICDB, IFIPAT, and IFIUDB enhanced with new custom 
IPC display formats 


NEWS 


15 


MAR 


31 


CAS REGISTRY enhanced with additional experimental 
spectra 


NEWS 


16 


MAR 


31 


CA/CAplus and CASREACT patent number format for U.S. 
applications updated 


NEWS 


17 


MAR 


31 


LPCI now available as a replacement to LDPCI 


NEWS 


18 


MAR 


31 


EMBASE, EMBAL, and LEMBASE reloaded with enhancements 


NEWS 


19 


APR 


04 


STN AnaVist, Version 1, to be discontinued 


NEWS 


20 


APR 


15 


WPIDS, WPINDEX, and WPIX enhanced with new 
predefined hit display formats 


NEWS 


21 


APR 


28 


EMBASE Controlled Term thesaurus enhanced 


NEWS 


22 


APR 


28 


IMSRESEARCH reloaded with enhancements 


NEWS 


23 


MAY 


30 


INPAFAMDB now available on STN for patent family 
searching 


NEWS 


24 


MAY 


30 


DGENE, PCTGEN, and USGENE enhanced with new homology 
sequence search option 


NEWS 


25 


JUN 


06 


EPFULL enhanced with 260,000 English abstracts 


NEWS 


26 


JUN 


06 


KOREAPAT updated with 41,000 documents 


NEWS 


27 


JUN 


13 


USPATFULL and USPAT2 updated with 11-character 
patent numbers for U.S. applications 


NEWS 


28 


JUN 


19 


CAS REGISTRY includes selected substances from 
web-based collections 



NEWS EXPRESS FEBRUARY 08 CURRENT WINDOWS VERSION IS V8 . 3 , 

AND CURRENT DISCOVER FILE IS DATED 20 FEBRUARY 2008 



NEWS HOURS STN Operating Hours Plus Help Desk Availability 
NEWS LOGIN Welcome Banner and News Items 



NEWS IPC8 For general information regarding STN implementation of IPC 8 



Enter NEWS followed by the item number or name to see news on that 
specific topic. 

All use of STN is subject to the provisions of the STN Customer 
agreement. Please note that this agreement limits use to scientific 
research. Use for software development or design or implementation 
of commercial gateways or other similar uses is prohibited and may 
result in loss of user privileges and other penalties. 

************** STN Columbus *************** 



FILE 'HOME' ENTERED AT 21:14:36 ON 19 JUN 2008 



=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 0.21 0.21 



INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS , BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ...' ENTERED AT 21:14:56 ON 19 JUN 2008 



69 FILES IN THE FILE LIST IN STNINDEX 



Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 



> s food (p) process? and Enterococcus (p) durans 

0* FILE ADISNEWS 

4 FILE AGRICOLA 

0* FILE ANTE 

0* FILE AQUALINE 

5* FILE BIOENG 

18 FILE BIOSIS 

3* FILE BIOTECHABS 

3* FILE BIOTECHDS 

5* FILE BIOTECHNO 

2 FILE CABA 
20 FILE CAPLUS 

0* FILE CEABA-VTB 

0* FILE CIN 

4 FILE DGENE 

4 FILE EMBASE 

6* FILE ESBIOBASE 

0* FILE FOMAD 

0* FILE FOREGE 
32 FILES SEARCHED. . . 

7* FILE FROSTI 

11* FILE FSTA 

1 FILE HEALSAFE 

7 FILE IFIPAT 

0* FILE KOSMET 

3 FILE LIFESCI 
6 FILE MEDLINE 
0* FILE NTIS 

0* FILE NUTRACEUT 

4* FILE PASCAL 

0* FILE PHARMAML 



2 FILE SCI SEARCH 
5 FILE TOXCENTER 
60 FILES SEARCHED. . . 

42 FILE USPATFULL 
9 FILE USPAT2 
0* FILE WATER 
7 FILE WPIDS 
7 FILE WPINDEX 

24 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 
LI QUE FOOD(P) PROCESS? AND ENTEROCOCCUS (P ) DURANS 
=> s 11 and (PTA-475* or PTA-476#) 



37 FILES 



0* 


FILE 


ADISNEWS 


0* 


FILE 


ANTE 


0* 


FILE 


AQUALINE 


0* 


FILE 


BIOENG 


0* 


FILE 


BIOTECHABS 


0* 


FILE 


BIOTECHDS 


0* 


FILE 


BIOTECHNO 


0* 


FILE 


CEABA-VTB 


0* 


FILE 


CIN 


0* 


FILE 


ESBIOBASE 


0* 


FILE 


FOMAD 


0* 


FILE 


FOREGE 


0* 


FILE 


FROSTI 


0* 


FILE 


FSTA 


1 


FILE 


IFIPAT 


i SEARCHED. . . 


0* 


FILE 


KOSMET 


0* 


FILE 


NTIS 


0* 


FILE 


NUTRACEUT 


0* 


FILE 


PASCAL 


0* 


FILE 


PHARMAML 


2 


FILE 


USPATFULL 


0* 


FILE 


WATER 


1 


FILE 


WPIDS 


; SEARCHED. . . 


1 


FILE 


WPINDEX 



4 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 
L2 QUE LI AND (PTA-475* OR PTA-476#) 



=> file ifipat uspatfull 

COST IN U.S. DOLLARS SINCE FILE TOTAL 



FILE 'IFIPAT' ENTERED AT 21:17:15 ON 19 JUN 2008 
COPYRIGHT (C) 2008 IFI CLAIMS (R) Patent Services (IFI) 

FILE 'USPATFULL' ENTERED AT 21:17:15 ON 19 JUN 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 



FULL ESTIMATED COST 



ENTRY 
2.60 



SESSION 
2.81 



=> s 12 
L3 



3 L2 



=> dup rem 13 

PROCESSING COMPLETED FOR L3 
L4 3 DUP REM L3 



3 DUP REM L3 (0 DUPLICATES REMOVED) 



=> d 14 1-3 



L4 ANSWER 1 OF 3 IFIPAT COPYRIGHT 2008 IFI on STN 
AN 11124117 IFIPAT; IFIUDB; IFICDB 

TI COMPOSITION AND METHOD FOR INHIBITION OF MICROORGANISMS 
IN Doyle Michael P; Zhao Tong 

PA Unassigned Or Assigned To Individual (68000) 
PPA Georgia, University of Research Foundation Inc (Probable) 
PI US 2006073129 Al 20060406 
AI US 2003-535357 20031124 
WO 2003-US37526 20031124 

20050518 PCT 371 date 

20050518 PCT 102(e) date 
PRAI US 2002-428863P 20021125 (Provisional) 

FI US 2006073129 20060406 

DT Utility; Patent Application - First Publication 
FS CHEMICAL 

APPLICATION 
ED Entered STN: 10 Apr 2006 

Last Updated on STN: 10 Apr 2006 
CLMN 35 

GI 1 Figure (s) . 

FIG. 1 illustrates the results of analyzing four probiotic isolates for 
their DNA fingerprinting by pulsed field-gel electrophoresis; lane 1 
Lambda ladder DNA standard, lane 2 C-192 (L. lactis subsp. lactis), lane 
3 C-l-152 (L. lactis subsp. lactis), lane 4 141-1 (E. durans), and lane 5 
152 (E. durans) . 



L4 ANSWER 2 OF 3 USPATFULL on STN 
AN 2006:86130 USPATFULL 

TI Composition and method for inhibition of microorganisms 

IN Doyle, Michael P, Peachtree City, GA, UNITED STATES 

Zhao, Tong, Peachtree City, GA, UNITED STATES 
PI US 20060073129 Al 20060406 

AI US 2003-535357 Al 20031124 (10) 

WO 2003-US37526 20031124 

20050518 PCT 371 date 
PRAI US 2002-428863P 20021125 (60) 

DT Utility 
FS APPLICATION 
LN.CNT 1238 

INCL INCLM: 424/093.450 
NCL NCLM: 424/093.450 

IC IPCI A61K0035-74 [I, A]; A61K0035-66 [I,C*] 

IPCR A61K0035-66 [I,C]; A61K0035-74 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



L4 ANSWER 3 OF 3 USPATFULL on STN 
AN 2006:79924 USPATFULL 

TI Foaming composition of competitive exclusion microbes and method of 

using same 

IN Podtburg, Teresa C, Waconia, MN, UNITED STATES 

Schmidt, Bruce, Apple Valley, MN, UNITED STATES 
Cords, Bruce, Inver Grove Heights, MN, UNITED STATES 
Grab, Lawrence A., Dusseldorf, GERMANY, FEDERAL REPUBLIC OF 
Halsrud, David A., Minneapolis, MN, UNITED STATES 

PI US 20060067915 Al 20060330 

AI US 2005-233922 Al 20050922 (11) 

PRAI US 2004-612882P 20040924 (60) 

DT Utility 

FS APPLICATION 



LN.CNT 18 78 

INCL INCLM: 424/093.400 

INCLS: 435/243.000 

NCL NCLM: 424/093.400 

NCLS: 435/243.000 

IC IPCI A01N0063-00 [I, A] 

IPCR A01N0063-00 [I,A]; A01N0063-00 [I,C] 

CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



=> d hist 

(FILE 'HOME' ENTERED AT 21:14:36 ON 19 JUN 2008) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS , BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2 , DRUGU, EMBAL, EMBASE, ENTERED AT 21:14:56 ON 19 JUN 2008 

SEA FOOD (P) PROCESS? AND ENTEROCOCCUS ( P ) DURANS 



0* 


FILE 


ADISNEWS 


4 


FILE 


AGRICOLA 


0* 


FILE 


ANTE 


0* 


FILE 


AQUALINE 


5* 


FILE 


BIOENG 


18 


FILE 


BIOSIS 


3* 


FILE 


BIOTECHABS 


3* 


FILE 


BIOTECHDS 


5* 


FILE 


BIOTECHNO 


2 


FILE 


CABA 


20 


FILE 


CAPLUS 


0* 


FILE 


CEABA-VTB 


0* 


FILE 


CIN 


4 


FILE 


DGENE 


4 


FILE 


EMBASE 




FILE 


ESBIOBASE 


0* 


FILE 


FOMAD 


0* 


FILE 


FOREGE 


7* 


FILE 


FROSTI 


11* 


FILE 


FSTA 


1 


FILE 


HEAL SAFE 


7 


FILE 


IFIPAT 


0* 


FILE 


KOSMET 


3 


FILE 


LIFESCI 




FILE 


MEDLINE 


0* 


FILE 


NTIS 


0* 


FILE 


NUTRACEUT 


4* 


FILE 


PASCAL 


0* 


FILE 


PHARMAML 


2 


FILE 


SCI SEARCH 


5 


FILE 


TOXCENTER 


42 


FILE 


USPATFULL 


9 


FILE 


USPAT2 


0* 


FILE 


WATER 


7 


FILE 


WPIDS 


7 


FILE 


WPINDEX 



LI QUE FOOD(P) PROCESS? AND ENTEROCOCCUS ( P ) DURANS 



SEA LI AND (PTA-475# OR PTA-476#) 



0* FILE ADISNEWS 
0* FILE ANTE 



0* 


FILE 


AQU ALINE 


0* 


FILE 


BIOENG 


0* 


FILE 


BIOTECHABS 


0* 


FILE 


BIOTECHDS 


0* 


FILE 


BIOTECHNO 


0* 


FILE 


CEABA-VTB 


0* 


FILE 


CIN 


0* 


FILE 


ESBIOBASE 


0* 


FILE 


FOMAD 


0* 


FILE 


FOREGE 


0* 


FILE 


FROSTI 


0* 


FILE 


FSTA 


1 


FILE 


IFIPAT 


0* 


FILE 


KOSMET 


0* 


FILE 


NTIS 


0* 


FILE 


NUTRACEUT 


0* 


FILE 


PASCAL 


0* 


FILE 


PHARMAML 


2 


FILE 


USPATFULL 


0* 


FILE 


WATER 


1 


FILE 


WPIDS 


1 


FILE 


WPINDEX 



FILE 'IFIPAT, USPATFULL' ENTERED AT 21:17:15 ON 19 JUN 2008 
L3 3 S L2 

L4 3 DUP REM L3 (0 DUPLICATES REMOVED) 

=> logoff 

ALL L# QUERIES AND ANSWER SETS ARE DELETED AT LOGOFF 
LOGOFF? ( Y) /N/HOLD : y 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 7.72 10.53 

STN INTERNATIONAL LOGOFF AT 21:17:46 ON 19 JUN 2008 



Connecting via Winsock to STN 



Welcome to STN International! Enter x:x 
LOGINID:sssptl89dxw 



PASSWORD: 

TERMINAL (ENTER 1, 2, 3, OR ?):2 



Welcome to STN International 



NEWS 1 
NEWS 2 



Web Page for STN Seminar Schedule - N. America 
AUG 15 CAOLD to be discontinued on December 31, 2008 



NEWS 3 OCT 07 EPFULL enhanced with full implementation of EPC2000 
NEWS 4 OCT 07 Multiple databases enhanced for more flexible patent 
number searching 

NEWS 5 OCT 22 Current-awareness alert (SDI) setup and editing 
enhanced 



NEWS 6 
NEWS 7 
NEWS 8 



NEWS 9 
NEWS 10 



NEWS 11 
NEWS 12 



NEWS 13 
NEWS 14 



OCT 22 
OCT 2 4 
NOV 21 



NOV 2 6 
NOV 2 6 



NOV 2 6 
NOV 2 6 



DEC 01 
DEC 12 



WPIDS, WPINDEX, and WPIX enhanced with Canadian PCT 
Applications 

CHEMLIST enhanced with intermediate list of 
pre-registered REACH substances 

CAS patent coverage to include exemplified prophetic 

substances identified in English-, French-, German-, 

and Japanese-language basic patents from 2004-present 

MARPAT enhanced with FSORT command 

MEDLINE year-end processing temporarily halts 

availability of new fully-indexed citations 

CHEMSAFE now available on STN Easy 

Two new SET commands increase convenience of STN 

searching 

ChemPort single article sales feature unavailable 
GBFULL now offers single source for full-text 
coverage of complete UK patent families 



NEWS EXPRESS JUNE 27 08 CURRENT WINDOWS VERSION IS V8 . 3 , 

AND CURRENT DISCOVER FILE IS DATED 23 JUNE 2008. 



NEWS HOURS STN Operating Hours Plus Help Desk Availability 
NEWS LOGIN Welcome Banner and News Items 

NEWS IPC8 For general information regarding STN implementation of IPC 8 

Enter NEWS followed by the item number or name to see news on that 
specific topic. 

All use of STN is subject to the provisions of the STN Customer 
agreement. Please note that this agreement limits use to scientific 
research. Use for software development or design or implementation 
of commercial gateways or other similar uses is prohibited and may 
result in loss of user privileges and other penalties. 



************** STN Columbus * * 
FILE 'HOME' ENTERED AT 16:31:09 ON 16 DEC 2008 



=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 0.21 0.21 



INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:31:20 ON 16 DEC 2008 



69 FILES IN THE FILE LIST IN STNINDEX 



Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 

=> s (Enterococcus durans or Lactococcus lactis) and (PTA-4759 or PTA-4758 or 
PTA-4760 or PTA-4761) 

1 FILE IFIPAT 
53 FILES SEARCHED. . . 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 



4 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 



LI QUE (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 OR PTA-4 75 8 
OR PTA-4760 OR PTA-4761) 



=> file uspatfull ifipat 

COST IN U.S. DOLLARS SINCE FILE 

ENTRY 

FULL ESTIMATED COST 1.30 

FILE 'USPATFULL' ENTERED AT 16:32:25 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

FILE 'IFIPAT' ENTERED AT 16:32:25 ON 16 DEC 2008 
COPYRIGHT (C) 2008 IFI CLAIMS (R) Patent Services (IFI) 



L2 ANSWER 1 OF 3 USPATFULL on STN 
AN 2006:86130 USPATFULL 

TI Composition and method for inhibition of microorganisms 

IN Doyle, Michael P, Peachtree City, GA, UNITED STATES 

Zhao, Tong, Peachtree City, GA, UNITED STATES 
PI US 20060073129 Al 20060406 

AI US 2003-535357 Al 20031124 (10) 

WO 2003-US37526 20031124 

20050518 PCT 371 date 
PRAI US 2002-428863P 20021125 (60) 

DT Utility 
FS APPLICATION 
LN.CNT 1238 

INCL INCLM: 424/093.450 
NCL NCLM: 424/093.450 

IC IPCI A61K0035-74 [I, A]; A61K0035-66 [I,C*] 

IPCR A61K0035-66 [I,C]; A61K0035-74 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 

L2 ANSWER 2 OF 3 USPATFULL on STN 
AN 2006:79924 USPATFULL 

TI Foaming composition of competitive exclusion microbes and method of 

using same 

IN Podtburg, Teresa C, Waconia, MN, UNITED STATES 

Schmidt, Bruce, Apple Valley, MN, UNITED STATES 
Cords, Bruce, Inver Grove Heights, MN, UNITED STATES 
Grab, Lawrence A., Dusseldorf, GERMANY, FEDERAL REPUBLIC OF 
Halsrud, David A., Minneapolis, MN, UNITED STATES 

PI US 20060067915 Al 20060330 

AI US 2005-233922 Al 20050922 (11) 

PRAI US 2004-612882P 20040924 (60) 

DT Utility 

FS APPLICATION 

LN.CNT 1878 

INCL INCLM: 424/093.400 

INCLS: 435/243.000 
NCL NCLM: 424/093.400 

NCLS: 435/243.000 
IC IPCI A01N0063-00 [I, A] 

IPCR A01N0063-00 [I,A]; A01N0063-00 [I,C] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



ANSWER 3 OF 3 IFIPAT COPYRIGHT 2008 IFI on STN 
11124117 IFIPAT; IFIUDB; IFICDB 

Composition and method for inhibition of microorganisms 
Doyle Michael P; Zhao Tong 

Unassigned Or Assigned To Individual (68000) 

Georgia, University of Research Foundation Inc (Probable) 

US 20060073129 Al 20060406 

US 2003-535357 20031124 

WO 2003-US37526 20031124 

20050518 PCT 371 date 

20050518 PCT 102(e) date 
US 2002-428863P 20021125 (Provisional) 

US 20060073129 20060406 

Utility; Patent Application - First Publication 

CHEMICAL 

APPLICATION 

Entered STN: 10 Apr 2006 
Last Updated on STN: 10 Apr 2006 
I 35 

1 Figure ( s ) . 

FIG. 1 illustrates the results of analyzing four probiotic isolates for 
their DNA fingerprinting by pulsed field-gel electrophoresis; lane 1 
Lambda ladder DNA standard, lane 2 C-l-92 [L. lactis subsp. lactis], lane 
3 C-l-152 [L. lactis subsp. lactis], lane 4 141-1 [E. durans], and lane 5 
152 [E. durans] . 



=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 7.72 9.23 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:33:15 ON 16 DEC 2008 

69 FILES IN THE FILE LIST IN STNINDEX 

Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 

=> s Enterococcus durans strain 141-1 
48 FILES SEARCHED. . . 

0 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 

L3 QUE ENTEROCOCCUS DURANS STRAIN 141-1 

=> s Enterococcus durans strain 152 
58 FILES SEARCHED. . . 

0 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 
L4 QUE ENTEROCOCCUS DURANS STRAIN 152 
=> s Enterococcus drans 141-1 

0 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 



L5 



QUE ENTEROCOCCUS DRANS 141-1 



=> s Enterococcus durans 141-1 
60 FILES SEARCHED. . . 

2 FILE USPATFULL 



1 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 



L6 QUE ENTEROCOCCUS DURANS 141-1 



=> file uspatfull 
COST IN U.S. DOLLARS 

FULL ESTIMATED COST 



SINCE FILE TOTAL 
ENTRY SESSION 
3.90 13.13 



FILE 'USPATFULL' ENTERED AT 16:36:57 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

FILE COVERS 1971 TO PATENT PUBLICATION DATE: 16 Dec 2008 (20081216/PD) 

FILE LAST UPDATED: 16 Dec 2008 (20081216/ED) 

HIGHEST GRANTED PATENT NUMBER: US7467417 

HIGHEST APPLICATION PUBLICATION NUMBER: US2 0 0 8 03 0 75 52 

CA INDEXING IS CURRENT THROUGH 16 Dec 2008 (20081216/UPCA) 

ISSUE CLASS FIELDS (/INCL) CURRENT THROUGH: 16 Dec 2008 (20081216/PD) 

REVISED CLASS FIELDS (/NCL) LAST RELOADED: Aug 2008 

USPTO MANUAL OF CLASSIFICATIONS THESAURUS ISSUE DATE: Aug 2008 

USPATFULL now includes complete International Patent Classification (IPC) 
reclassification data for the third quarter of 2008. 



=> s 16 

5998 ENTEROCOCCUS 
441 DURANS 
319932 141 
5364391 1 

L7 2 ENTEROCOCCUS DURANS 141-1 

(ENTEROCOCCUS (W) DURANS (W) 141 (W) 1 ) 



=> d 17 1-2 



L7 ANSWER 1 OF 2 USPATFULL on STN 
AN 2006:86130 USPATFULL 

TI Composition and method for inhibition of microorganisms 

IN Doyle, Michael P, Peachtree City, GA, UNITED STATES 

Zhao, Tong, Peachtree City, GA, UNITED STATES 
PI US 20060073129 Al 20060406 

AI US 2003-535357 Al 20031124 (10) 

WO 2003-US37526 20031124 

20050518 PCT 371 date 
PRAI US 2002-428863P 20021125 (60) 

DT Utility 
FS APPLICATION 
LN.CNT 1238 

INCL INCLM: 424/093.450 
NCL NCLM: 424/093.450 

IC IPCI A61K0035-74 [I,A]; A61K0035-66 [I,C*] 

IPCR A61K0035-66 [I,C]; A61K0035-74 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



L7 ANSWER 2 OF 2 USPATFULL on STN 
AN 2006:79924 USPATFULL 

TI Foaming composition of competitive exclusion microbes and method of 

using same 



IN Podtburg, Teresa C, Waconia, MN, UNITED STATES 

Schmidt, Bruce, Apple Valley, MN, UNITED STATES 
Cords, Bruce, Inver Grove Heights, MN, UNITED STATES 
Grab, Lawrence A., Dusseldorf, GERMANY, FEDERAL REPUBLIC OF 
Halsrud, David A., Minneapolis, MN, UNITED STATES 

PI US 20060067915 Al 20060330 

AI US 2005-233922 Al 20050922 (11) 

PRAI US 2004-612882P 20040924 (60) 

DT Utility 

FS APPLICATION 

LN.CNT 1878 

INCL INCLM: 424/093.400 

INCLS: 435/243.000 
NCL NCLM: 424/093.400 

NCLS: 435/243.000 
IC IPCI A01N0063-00 [I, A] 

IPCR A01N0063-00 [I,A]; A01N0063-00 [I,C] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 3.60 16.73 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:37:29 ON 16 DEC 2008 

69 FILES IN THE FILE LIST IN STNINDEX 

Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 

=> s Enterococcus durans 152 

1 FILE AGRICOLA 

1 FILE BIOENG 

1 FILE BIOSIS 

1 FILE CABA 

2 FILE CAPLUS 
1 FILE FROSTI 
1 FILE FSTA 

1 FILE HEALSAFE 
1 FILE LIFESCI 
1 FILE MEDLINE 
1 FILE PASCAL 

1 FILE SCISEARCH 

2 FILE USPATFULL 
67 FILES SEARCHED. . . 

13 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 
L8 QUE ENTEROCOCCUS DURANS 152 

=> file agricola bioeng biosis caba caplus frosti fsta healsafe lifesci medline 
pascal scisearch uspatfull 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 1.30 18.03 



FILE ' AGRICOLA ' ENTERED AT 16:38:26 ON 16 DEC 2008 



FILE ' BIOENG ' ENTERED AT 16:38:26 ON 16 DEC 2008 
COPYRIGHT (C) 2008 Cambridge Scientific Abstracts (CSA) 

FILE 'BIOSIS' ENTERED AT 16:38:26 ON 16 DEC 2008 
Copyright (c) 2008 The Thomson Corporation 

FILE 'CABA' ENTERED AT 16:38:26 ON 16 DEC 2008 
COPYRIGHT (C) 2008 CAB INTERNATIONAL (CABI) 

FILE 'CAPLUS' ENTERED AT 16:38:26 ON 16 DEC 2008 

USE IS SUBJECT TO THE TERMS OF YOUR STN CUSTOMER AGREEMENT. 

PLEASE SEE "HELP USAGETERMS" FOR DETAILS. 

COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

FILE 'FROSTI' ENTERED AT 16:38:26 ON 16 DEC 2008 
COPYRIGHT (C) 2008 Leatherhead Food Research Association 

FILE ' FSTA ' ENTERED AT 16:38:26 ON 16 DEC 2008 

COPYRIGHT (C) 2008 International Food Information Service 

FILE 'HEALSAFE' ENTERED AT 16:38:26 ON 16 DEC 2008 
COPYRIGHT (C) 2008 Cambridge Scientific Abstracts (CSA) 



FILE 'LIFESCI' ENTERED AT 16:38:26 ON 16 DEC 2008 
COPYRIGHT (C) 2008 Cambridge Scientific Abstracts (CSA) 



FILE 'MEDLINE' ENTERED AT 16:38:26 ON 16 DEC 2008 

FILE 'PASCAL' ENTERED AT 16:38:26 ON 16 DEC 2008 

Any reproduction or dissemination in part or in full, 

by means of any process and on any support whatsoever 

is prohibited without the prior written agreement of INIST-CNRS. 

COPYRIGHT (C) 2008 INIST-CNRS. All rights reserved. 

FILE 'SCISEARCH' ENTERED AT 16:38:26 ON 16 DEC 2008 
Copyright (c) 2008 The Thomson Corporation 

FILE ' USPATFULL ' ENTERED AT 16:38:26 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

=> s 18 

L9 15 L8 

=> dup rem 19 

PROCESSING COMPLETED FOR L9 

L10 3 DUP REM L9 (12 DUPLICATES REMOVED) 

=> d 110 1-3 

L10 ANSWER 1 OF 3 CAPLUS COPYRIGHT 2008 ACS on STN DUPLICATE 1 
AN 2006:299263 CAPLUS 
DN 144:306860 

TI Foaming composition of benign microbes for competitive exclusion of 
undesired microbes 

IN Podtburg, Teresa C; Schmidt, Bruce; Cords, Bruce; Grab, Lawrence A. ; 

Halsrud, David A. 
PA USA 

SO U.S. Pat. Appl. Publ., 21 pp. 



CODEN: USXXCO 
DT Patent 
LA English 
FAN.CNT 1 

PATENT NO. KIND DATE APPLICATION NO. DATE 



PI US 20060067915 Al 20060330 US 2005-233922 20050922 

PRAI US 2004-612882P P 20040924 



L10 ANSWER 2 OF 3 USPATFULL on STN 
AN 2006:86130 USPATFULL 

TI Composition and method for inhibition of microorganisms 

IN Doyle, Michael P, Peachtree City, GA, UNITED STATES 

Zhao, Tong, Peachtree City, GA, UNITED STATES 
PI US 20060073129 Al 20060406 

AI US 2003-535357 Al 20031124 (10) 

WO 2003-US37526 20031124 

20050518 PCT 371 date 
PRAI US 2002-428863P 20021125 (60) 

DT Utility 
FS APPLICATION 
LN.CNT 1238 

INCL INCLM: 424/093.450 
NCL NCLM: 424/093.450 

IC IPCI A61K0035-74 [I,A]; A61K0035-66 [I,C*] 

IPCR A61K0035-66 [I,C]; A61K0035-74 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



L10 ANSWER 3 OF 3 AGRICOLA Compiled and distributed by the National 

Agricultural Library of the Department of Agriculture of the United States 
of America. It contains copyrighted materials. All rights reserved. 
(2008) on STN DUPLICATE 2 

AN 2006:43066 AGRICOLA 

DN IND43806656 

TI Control of Listeria spp. by Competitive-Exclusion Bacteria in Floor Drains 

of a Poultry Processing Plant. 
AU Zhao, Tong; Podtburg, Teresa C . ; Zhao, Ping; Schmidt, Bruce E . ; Baker, 

David A.; Cords, Bruce; Doyle, Michael P. 
AV DNAL (448.3 Ap5) 

SO Applied and environmental microbiology, 2006 May Vol. 72, no. 5 p. 
3314-3320 

Publisher: American Society for Microbiology 

ISSN: 0099-2240 
NTE Includes references 
DT Article; (ELECTRONIC RESOURCE) 
FS Other US 
LA English 



=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 23.94 41.97 



INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:40:04 ON 16 DEC 2008 



69 FILES IN THE FILE LIST IN STNINDEX 



Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 



=> s Lactococcus lactis C-l-92 
1 FILE CAPLUS 
34 FILES SEARCHED. . . 

11 FILE GENBANK 

1 FILE PROMT 

2 FILE USPATFULL 
65 FILES SEARCHED. . . 

4 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 

Lll QUE LACTOCOCCUS LACTIS C-l-92 

=> file caplus genbank promt uspatfull 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 1.30 43.27 

FILE 'CAPLUS' ENTERED AT 16:41:04 ON 16 DEC 2008 

USE IS SUBJECT TO THE TERMS OF YOUR STN CUSTOMER AGREEMENT. 

PLEASE SEE "HELP USAGETERMS" FOR DETAILS. 

COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

FILE 'GENBANK' ENTERED AT 16:41:04 ON 16 DEC 2008 

FILE 'PROMT' ENTERED AT 16:41:04 ON 16 DEC 2008 
COPYRIGHT (C) 2008 Gale Group. All rights reserved. 

FILE 'USPATFULL' ENTERED AT 16:41:04 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 



L12 15 Lll 

=> rem dup 112 

DUP IS NOT VALID HERE 

The DELETE command is used to remove various items stored by the 
system. 

To delete a saved query, saved answer set, saved L-number list, SDI 
request, batch request, mailing list, or user-defined cluster, format, 
or search field, enter the name. The name may include ? for left, 
right, or simultaneous left and right truncation. 

Examples : 

DELETE BIO?/Q - delete query names starting with BIO 

DELETE 7DRUG/A - delete answer set names ending with DRUG 

DELETE ?ELEC?/L - delete L-number lists containing ELEC 

DELETE ANTICOAG/S - delete SDI request 

DELETE ENZYME/B - delete batch request 

DELETE .MYCLUSTER - delete user-defined cluster 

DELETE . MYFORMAT - delete user-defined display format 

DELETE . MYFIELD - delete user-defined search field 
DELETE NAMELIST MYLIST - delete mailing list 

To delete an ordered document or an offline print, enter its 
number . 



Examples : 



DELETE P123001C 
DELETE D134002C 



- delete print request 

- delete document order request 



To delete an individual L-number or range of L-numbers, enter the 
L-number or L-number range. You may also enter DELETE LAST followed 
by a number, n, to delete the last n L-numbers. RENUMBER or 
NORENUMBER may also be explicitly specified to override the value of 
SET RENUMBER. 



Examples : 






DELETE 


L21 


- delete a single L-number 


DELETE 


L3-L6 


- delete a range of L-numbers 


DELETE 


LAST 4 


- delete the last 4 L-numbers 


DELETE 


L33- 


- delete L33 and any higher L-number 


DELETE 


-L55 


- delete L55 and any lower L-number 


DELETE 


L2-L6 RENUMBER 


- delete a range of L-numbers and 






renumber remaining L-numbers 


DELETE 


RENUMBER 


- renumber L-numbers after deletion of 



intermediate L-numbers 

Entire sets of saved items, SDI requests, batch requests, user-defined 
items, or E-numbers can be deleted. 



Examples : 










DELETE 


SAVED /Q 


- delete 


all 


saved queries 


DELETE 


SAVED/ A 


- delete 


all 


saved answer sets 


DELETE 


SAVED /L 


- delete 


all 


saved L-number lists 


DELETE 


SAVED 


- delete 


all 


saved queries, answer sets, 






and L-r 




DELETE 


SAVED /S 


- delete 


all 


SDI requests 


DELETE 


SAVED /B 


- delete 


all 


batch requests 


DELETE 


CLUSTER 


- delete 


all 


user-defined clusters 


DELETE 


FORMAT 


- delete 


all 


user-defined display formats 


DELETE 


FIELD 


- delete 


all 


user-defined search fields 


DELETE 


SELECT 


- delete 


all 


E-numbers 


DELETE 


HISTORY 


- delete 


all 


L-numbers and restart the 






session at 


LI 



To delete an entire multifile SDI request, enter DELETE and 
the name of the request. To delete a component from the 
multifile SDI, enter DELETE and the name of the component. 

=> dup rem 112 

DUPLICATE IS NOT AVAILABLE IN ' GENBANK ' . 

ANSWERS FROM THESE FILES WILL BE CONSIDERED UNIQUE 

PROCESSING COMPLETED FOR L12 

L13 14 DUP REM L12 (1 DUPLICATE REMOVED) 

=> d 113 1-14 

L13 ANSWER 1 OF 14 CAPLUS COPYRIGHT 2008 ACS on STN DUPLICATE 1 
AN 2006:299263 CAPLUS 
DN 144:306860 

TI Foaming composition of benign microbes for competitive exclusion of 
undesired microbes 

IN Podtburg, Teresa C . ; Schmidt, Bruce; Cords, Bruce; Grab, Lawrence A.; 

Halsrud, David A. 
PA USA 

SO U.S. Pat. Appl. Publ., 21 pp. 



CODEN: USXXCO 
DT Patent 
LA English 
FAN.CNT 1 

PATENT NO. 

PI US 20060067915 
PRAI US 2004-612882P 



APPLICATION NO. 



20060330 US 2005-233922 
20040924 



DATE 

20050922 



ANSWER 2 OF 14 USPATFULL on STN 
2006:86130 USPATFULL 

Composition and method for inhibition of microorganisms 
Doyle, Michael P, Peachtree City, GA, UNITED STATES 
Zhao, Tong, Peachtree City, GA, UNITED STATES 



PI US 20060073129 

AI US 2003-535357 

WO 2003-US37526 

PRAI US 2002-428863P 
DT Utility 
FS APPLICATION 
LN.CNT 1238 
INCL INCLM: 
NCL NCLM: 
IC IPCI 
IPCR 



20060406 
Al 20031124 (10) 
20031124 

20050518 PCT 371 date 
20021125 (60) 



424/093.450 
424/093.450 
A61K0035-74 
A61K0035-66 



I, A] ; 
I,C] ; 



A61K0035-66 [I,C*] 
A61K0035-74 [I, A] 



CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



L13 ANSWER 3 OF 14 PROMT COPYRIGHT 2008 Gale Group on STN 
ACCESSION NUMBER: 2003:81217 PROMT 



TITLE: 
SOURCE: 

PUBLISHER: 
DOCUMENT TYPE: 
LANGUAGE : 
WORD COUNT: 



Natural Additives Kill Listeria. 

Food Ingredient News, (March 2003) Vol. 11 

ISSN: ISSN: 1070-1788. 

Business Communications Company, Inc. 

Newsletter 

English 

391 

*FULL TEXT IS AVAILABLE IN THE ALL FORMAT* 



L13 ANSWER 4 OF 14 



GENBANK® COPYRIGHT 2008 on STN 



LOCUS (LOC) : 
GenBank ACC . NO. (GBN) : 
GenBank VERSION (VER) : 
CAS REGISTRY NO. (RN) : 
SEQUENCE LENGTH (SQL) : 
MOLECULE TYPE (CI) : 
DIVISION CODE (CI) : 
DATE (DATE) : 
DEFINITION (DEF) : 

KEYWORDS (ST) : 
SOURCE: 
ORGANISM (ORGN) : 



PROJECT (PJID) : 

REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 



AM286415 GenBank (R) 

AM286415 

AM286415.1 GI:122087364 

917704-63-3 

4615899 

DNA; circular 

Bacteria 

29 Oct 2008 

Yersinia enterocolitica subsp. enterocolitica 8081 
complete genome, 
complete genome 

Yersinia enterocolitica subsp. enterocolitica 8081 
Yersinia enterocolitica subsp. enterocolitica 8081 
Bacteria; Proteobacteria; Gammaproteobacteria; 
Enterobacteriales; Enterobacteriaceae ; Yersinia 
GenomePro ject : 190 
1 

Delihas,N. 

Annotation and evolutionary relationships of a small 
regulatory RNA gene micF and its target ompF in 



JOURNAL (SO) : 
REFERENCE: 

AUTHOR (AU) : 



TITLE (TI) : 



JOURNAL (SO) : 
REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 
JOURNAL (SO) : 



Yersinia species 

(er) BMC Microbiol., 3, 13 (2003) 

2 

Thorns on, N. R. ; Howard, S.; Wren,B.W.; Holden, M. T . ; 
Crossman, L . ; Challis, G . L . ; Churcher , C . ; Mungall,K.; 
Brooks, K.; Chillingworth, T . ; Feltwell, T . ; Abdellah,Z. 
Hauser,H.; Jagels,K.; Maddison, M. ; Moule,S.; 
Sanders, M. ; Whitehead, S . ; Quail, M. A.; Dougan,G.; 
Parkhill, J. ; Prentice, M. B . 

The complete genome sequence and comparative genome 

analysis of the high pathogenicity Yersinia 

enterocolitica strain 8081 

PLoS Genet., 2 (12), E206 (2006) 

3 (bases 1 to 4615899) 

Thomson, N.R. 

Direct Submission 

Submitted ( 3 0-JUN-200 6 ) Thomson N.R., Pathogen 
Sequencing Unit, The Wellcome Trust Sanger Institute, 
Genome Campus, Hinxton, Cambridge, CB10 ISA, UNITED 
KINGDOM 



FEATURES (FEAT) : 
Feature Key 



complement ( 270 . 
complement ( 270 . 



710) 
710) 



misc-feature complement (273 . . 704) 



gene 
CDS 



complement (802. 
complement ( 802 . 



Qualifier 



/organism=" Yersinia enterocolitica 
subsp. enterocolitica 8081" 
/mol-type="genomic DNA" 
/strain="8081" 

/sub-species=" enterocolitica" 

/db-xref="taxon:3933 05" 

/locus-tag="YE0001" 

/locus-tag="YE0001" 

/codon-start=l 

/transl-table=ll 

/product= "putative f lavoprotein" 

/protein-id="CAL10146 .1" 

/db-xref="GI : 122087365" 

/db-xref="GOA:AUHQ8" 

/db-xref="InterPro: IPR0 0109 4" 

/db-xref="InterPro: IPR0 0 8254" 

/db-xref="InterPro: IPR0 15702" 

/db-xref="UniProtKB/TrEMBL:AUHQ8" 

/ translation="MADITLISGSTLGSAEYVAE 

HLAEKLEEAGFTTETLHGPELDEL 

TLDGMWLIITSTHGAGDLPDNLQPLLEQIEQQRP 

DLSQVRFGAVGLGSSEYDTFCGAV 

RKLDQQLIIQGAIRVGDILEIDVIKHEIPEDPAE 

IWVKNWINLL" 

/locus-tag="YE0001" 

/ inf erence="protein 

motif :PFAM:PF0 0258" 

/note="Pfam match to entry PF00258 

flavodoxin, Flavodoxin, score 

117.3, E-value 1.9e-32" 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/codon-start=l 

/transl-table=ll 

/product="regulatory protein" 

/protein-id="CAL10147. 1" 



/db-xref="GI : 122087366" 
/db-xref="GOA:AUHQ9" 
/db-xref="InterPro: IPR000485" 
/db-xref="InterPro: IPR011991" 
/db-xref="UniProtKB/TrEMBL:AUHQ9" 
/ translation="MSEIYQIDNLDRGILNALME 
N ART P Y AE L AKNF G V S P G T I H VR V 
E KMRQ AG 1 1 TAACVHVNPKQ LGYDVCCFIGI I LK 
SAKDYPSALKKLE S LEEWEAYYT 
TGHYSIFIKVMCKSIDALQQVLINKIQTIDEIQS 
TETLISLQNPIMRTIVP " 
misc-f eature complement ( 868 .. 1173) /gene="asnC" 

/locus-tag="YE0 0 02" 
/inf erence=" protein 
motif :PFAM:PF0103 7" 

/note="Pfam match to entry PF01037 
ASNC-trans-reg, AsnC family, score 
61.4, E-value 1.2e-15" 
misc-feature complement ( 1111 .. 1191 ) /gene="asnC" 

/locus-tag="YE0 0 02" 
/ inf erence="protein 
motif :Prosite:PS0 0519" 
/note="PS00519 Bacterial 
regulatory proteins, asnC family 
signature . " 

misc-feature complement ( 1129 .. 1194) /gene="asnC" 

/locus-tag="YE0 0 02" 
/not e=" Predicted helix- turn-helix 
motif with score 1765.000, SD 5.20 
at aa 24-45, sequence 
TPYAELAKNFGVSPGTIHVRVE " 

gene 1449.. 2441 /gene="asnA" 

/locus-tag="YE0 0 03" 

CDS 1449.. 2441 /gene="asnA" 

/locus-tag="YE0 0 03" 

/codon-start=l 

/transl-table=ll 

/product="aspartate-ammonia 

ligase" 

/protein-id="CAL10148 .1" 
/db-xref="GI : 122087367" 
/db-xref="GOA:AUHR0" 
/db-xref="InterPro: IPR004618" 
/db-xref="InterPro: IPR006195" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR0" 

/ translation="MKKQFIQKQQQISFVKSFFS 
RQLEQQLGLIEVQAPILSRVGDGT 
QDNLSGSEKAVQVKVKSLPDATFEWHSLAKWKR 
KTLGRFDFGADQGIYTHMKALRPD 
EDRLSAIHSVYVDQWDWERVMGDGERNLAYLKST 
VNKIYAAIKETEAAISAEFDIKPF 
LPEQIHFIHSESLRAKFPDLDAKGRERAIAKELG 
AVFLIGIGGKLADGKSHDVRAPDY 
DDWTSPSAEGFAGLNGDI I VWNPVLEDAFE I S SM 
GIRVDAEALKRQLALTSDEDRLKL 
EWHQSLLNGEMPQTIGGGIGQSRLVMLLLQQQHI 
GQVQCGVWGPE I SEKVEGLL" 
misc-feature 1455.. 2186 /gene="asnA" 

/locus-tag="YE0 0 03" 
/inf erence= "protein 
motif :PFAM:PF03 59 0" 



misc-feature 2055.. 2078 



2595. .3266 
2595. .3266 



misc-feature join (2643 .. 2711, 



2721. 
2934. 



2777, 2838. .2906, 
3002,3192. .3260) 



/note="Pfam match to entry PF03590 
AsnA, Aspartate-ammonia ligase, 
score 597.7, E-value 4.6e-177" 
/gene="asnA" 
/locus-tag="YE0 0 03" 
/inf erence=" protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
/locus-tag="YE0004" 
/locus-tag="YE0004" 
/inf erence="similar to 
sequence :INSDC:AE0 01 895" 
/inf erence="similar to 
sequence :INSDC:AL6 46 0 78" 
/note="Similar to Ralstonia 
solanacearum probable 
transmembrane protein RSP0410 or 
RS00867 SWALL:Q8XSQ7 
(EMBL:AL646078) (224 aa) fasta 
scores: E(): 7 . 3e-36 , 46 . 54 38d in 
217 aa, and to Deinococcus 
radiodurans hypothetical protein 
DR0351 SWALL:Q9RXG2 
(EMBL:AE001895) (227 aa) fasta 
scores: E(): 3.7e-17, 31.67 38d in 
221 aa" 

/ codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10149 .1" 
/db-xref="GI: 122087368" 
/db-xref="InterPro: IPR009781" 
/db-xref="UniProtKB/TrEMBL:AUHRl" 
/ translation="MARFHPLRHYSHARPRLLLS 
VGAGI IAYFLLPSHFTVLLRVMVS 
WNIFAWLYLLFLWLQLLRNDPKKIRLIARVQDES 
ASMVLSIVSMACLASILVILFELS 
TANQLSGSAKAFHLVLTGMTLLVSWLLLPTAFTM 
HYAHLFYLSRDESDAVLPLIFPKE 
VTEPTYWDFLYFSFTIGVASQTADVSTGTSDIRR 
WLLQSVLSFIFNMTILGLSINVG AGLLN" 
/locus-tag="YE0004" 



complement (3276 . . 4742) 
complement (3276 . . 4742) 



/inf erence=" protein 

motif :TMHMM: 2 .0" 

/note="5 probable transmembrane 

helices predicted for YE0004 by 

TMHMM2.0 at aa 17-39, 43-61, 

82-104, 114-136 and 200-222" 

/locus-tag="YE0 0 05" 

/locus-tag="YE0 0 05" 

/codon-start=l 

/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10150 .1" 
/db-xref="GI : 122087369" 
/db-xref="InterPro: IPR002035" 
/db-xref="UniProtKB/Swiss-Prot :A1J 



HR3 " 

/ translation="MLSLATLDLLLSISESELIE 

EMWGLLASPQLAIFFEKFPRIKR 

ALMKD I PGWKQNLQQRI RE AKVP AGL ANEF AL YQ 

QSQLEDSPLFYAHLPQIWQLQQW 

HSPFATQAKTLLHTADLERNPQTGDSFQTLFLQR 

WRVSLTLQTITIHHQLLEQEREQL 

LAELQQRLALSGALEPILATNDGAAGRLWDMSQG 

HLQRGDYQLLLQYGDFLQQQPELQ 

QLAEQLGRSRSAKAQPTPDARFEPYTVMVRQPDT 

VPEEVSGIHQSNDILRLLPTELVM 

LGMSELEFEFYRRLLERRLLTYRLQGDNWQEKTL 

QRPISLKSHDEQPRGPFIVCVDTS 

GSMGGFSEQCAKAFCLALLRIALEDNRRCYIMLF 

ATEIIHYELSSASGIEQAIRFLSQ 

HFRGGTDLAACLSSTLSKMEERDWYDADAVI I SD 

FIAQRLPEELIRKIKIQQQAHQHR 

FHAVAMSAYGKPGIMRIFDHIWRFDTGLKSRLIR 

RWKR" 

misc-feature complement ( 4035 .. 4100) /locus-tag="YE0005" 

/note=" Predicted helix-turn-helix 
motif with score 997.000, SD 2.58 
at aa 215-236, sequence 
PELQQLAEQLGRSRSAKAQPTP " 
gene complement ( 4746 .. 6254 ) /locus-tag="YE0006" 

CDS complement ( 4746 .. 6254) /locus-tag="YE0006" 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10151 .1" 
/db-xref="GI : 122087370" 
/db-xref="GOA:AUHR5" 
/db-xref="InterPro:IPR0 03593" 
/db-xref="InterPro: IPR01170 4" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HRb " 

/ translation="MAQSSQLAERISRLSSALES 

GLYERQEAIRLCLLAALSGESVFL 

LGPPGIAKSLIARRLKFAFRNARAFEYLMTRFST 

PEEVFGPLSIQALKEEGRYQRMTG 

GYLPEAEIVFLDEIWKAGPAILNTLLTAINERRF 

RNGDREDSIPMRLLVTASNELPDA 

DSSLEALYDRMLIRLWLDRVQEKQNFRSLLLSRQ 

NENHNPVAENLSISDEEFYQWQPL 

IDKIALPDNCFELIFQLRQQLSAQEQAPYVSDRR 

WKKALRLLQAS AFF SGRDE I TP I D 

LILLKDCLWHDLSSLKLLQQQLEQLLTEHGYQQQ 

SLLMKLQHIHAQWLKHQQQQSDHQ 

ALTVTKQSGMFSRKPQYSLPDHLTDSTLTLFLQK 

PLSLHDIQVNHLQIEKEMLVQWLN 

KGGVLRAKLNGVGYAQSIDAEVDDQLHITVLDVS 

RQSSILSQPGASTASVPPELLVEL 

AELENSLAEQRRLFSQHQPCLFTPSSWLAKIEAS 

LLNVAEQVKQLQQKLRGH " 

gene 6708.. 8435 /gene="kup" 

/locus-tag="YE0007" 
/note=" synonym: trkD" 

CDS 6708.. 8435 /gene="kup" 

/locus-tag="YE0007" 

/codon-start=l 

/transl-table=ll 



misc-feature 6711.. 8432 



misc-feature join (6717 .. 6785, 

6870. .6938, 6966. .703 
7068 
7299 
7566 
7749 



/product="potassium transport 
protein" 

/protein-id="CAL10152 .1" 
/db-xref="GI : 122087371" 
/db-xref="GOA:AUHR6" 
/db-xref="InterPro: IPR003855" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR6 " 

/ translation="MVFGFLSLIFWMLILIVSVK 

YLTYVMRADNAGEGGILTLMSLAG 

RNTSSRATSILVILGLIGGSFFYGEWITPAISV 

MSAIEGLEIAAPALDPYIVPCSIA 

VLTLLFVIQKHGTGSVGKLFAPVMLVWFLTLALL 

GLRS I IANPEVLAALNPKWAI SFF 

TEYKSVSFFALGAWLAITGVEALYADMGHFGKF 

P I RLAWFTWL P S L VLN YFGQGAL 

LLKNPEAIKNPFFLLAPDWALIPLLILATLATVI 

ASQAVISGVFSLTRQAVRLGYLPP 

MRIIHTSEMESGQIYIPVINWTLYLAWLVIVGF 

ERSSNLAAAYGIAVTGTMVITSVL 

FCTVALKNWHWNRFFVYFLLVALLVIDVPMFSAN 

ALKLFSGGWLPLSLGLVMFI IMTT 

WKSERFSLLRRMHEHGNSLEAMIASLEKSPPVRV 

PGTAVYMSRAMNVIPFALLHNLKH 

NKVLHDRWLLTLRTEDAPYVHNVNRVTIEQLSP 

TFWRWASYGWRETPNVEEIFHRC 

GLEGLPCQMMETSFFMSHESLILTKRPWYLFLRG 

KLFIALSRNALRAADQFEIPPNRV 

IELGTQVEI " 

/gene="kup" 

/locus-tag="YE0007" 

/ infer ence="protein 

motif :PFAM:PF02 705" 

/note="Pfam match to entry PF02705 

K-trans, K+ potassium transporter, 

score 854.9, E-value 1.7e-254" 

/gene="kup" 



7136, 7194. .7262, 
7367, 7425. .7493, 
7634, 7662. .7730, 
7802, 7830. .7886) 



8606. 
8606. 



9025 
9025 



/locus-tag="YE0007" 
/inf erence=" protein 
motif :TMHMM: 2.0" 

/note="ll probable transmembrane 
helices predicted for YE0007 by 
TMHMM2.0 at aa 4-26, 55-77, 
87-109, 121-143,163-185, 198-220, 
240-262, 287-309, 319-341, 348-365 
and 375-393" 
/locus-tag="YE0008" 
/locus-tag="YE0008" 
/codon-start=l 
/transl-table=ll 
/product="ribose permease" 
/protein-id="CAL10153 .1" 
/db-xref="GI : 122087372" 
/db-xref="GOA:AUHR8" 
/db-xref="InterPro: IPR007721" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR8" 



/ trans lation="MKKGALLNSDISAVISRLGH 

TDQIVIGDAGLPIPATTTRIDLAL 

TQGVPGFLQVFEWTQEMQVESAYLAQEIVKNNP 

QLHETLLAQLSQLEQHQGNQIALH 

YISHEAFKEQTKQSRAVIRSGECSPFANI ILCSG 

VTF" 

/gene="rbsA" 
/locus-tag="YE0 0 09" 
/gene="rbsA" 
/locus-tag="YE0 0 09" 
/inf erence="similar to 
sequence :INSDC:AL6 27280" 
/inf erence="similar to 
sequence : UniProtKB : P0 49 83" 
/note="Similar to Escherichia coli 
ribose transport ATP-binding 
protein RbsA SWALL : RBSA-ECOLI 
(SWALL:P04983) (501 aa) fasta 
scores: E(): 2.7e-148, 85.83 38d 
in 494 aa, and to Salmonella typhi 
high affinity ribose transport 
protein STY896 SWALL:Q8Z2R4 
(EMBL:AL627280) (501 aa) fasta 
scores: E(): l.le-147, 85.62 38d 
in 494 aa" 
/codon-start=l 
/transl-table=ll 
/product="putative ribose 
transport ATP-binding protein" 
/protein-id="CAL10154. 1" 
/db-xref="GI: 122087373" 
/db-xref="GOA:AUHSl" 
/db-xref="InterPro: IPR0 03 439" 
/db-xref="InterPro:IPR003593" 
/db-xref="InterPro: IPR015861" 
/db-xref="UniProtKB/TrEMBL:AUHSl" 
/ translation="MQPLLQLKGIDKAFPGVKAL 
SGAALSVYPGRVMALVGENGAGKS 
T1-I1-KVLTGI YNKDAGSQHFLGKEWFNGPKESQE 
AGIGIIHQELNLIPQLTIAENIFL 
GREFVNHFGG I DWKKMYAE ADL L LARLN I S Y S S H 
RLVGELSIGDQQMVEIAKVLSFES 
KVIIMDEPTDALTDTETASLFNVIKELKAEGRGI 
VYI SHRLKEIFEICDDVTVFRDGQ 
FIAEKPVNTLTENALIEMMVGRKLEEQYPRLNLP 
RGEKRLQVKQLCGPGVENVNFTLY 
SGEILGVAGLMGAGRTELMKI IYGALPRKSGFVM 
LDGREWTHSPQDGLANGIVYISE 
DRKRDGLVLGMSVKENMSLTALRYFSRSGGSLKH 
ADEQQAVADFIRLFNIKTPSMEQP 
IGLLSGGNQQKVAIARGLMTRPKVLILDEPTRGV 
DVGAKKEIYQLINQFKQEGLSIIL 
VSSEMPEVLGMSDRIIVMHEGQLSGEFSIEQATQ 
EVLMAAAVGKRDLLEK" 
/gene="rbsA" 
/locus-tag="YE0 0 09" 
/ inf erence="protein 
motif : PFAM: PFO 0 0 05" 

/note="Pfam match to entry PF00005 
ABC-tran, ABC transporter, score 
173.1, E-value 3e-49" 
/gene="rbsA" 



misc-f eature 



misc-feature 10218.. 10262 



gene 
CDS 



10623. .1158 
10623. .1158 



misc-feature 



10623. .10748 



join(10686. .10754, 
10815. .10883, 
10911 . .10979, 
10998. .11066, 
11124. .11192, 
11283 . .11351, 
11445. .11513) 



/locus-tag="YE0009" 

/ inf erence="protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/gene="rbsA" 

/locus-tag="YE0009" 

/ inf erence="protein 

motif : PFAM: PF0 0 0 05" 

/note="Pfam match to entry PF00005 

ABC-tran, ABC transporter, score 

134.4, E-value 1.3e-37" 

/gene="rbsA" 

/locus-tag="YE0 0 09" 

/ inf erence="protein 

motif :Prosite:PS00211" 

/note="PS00211 ABC transporters 

family signature." 

/gene="rbsC" 

/locus-tag="YE0010" 

/gene="rbsC" 

/locus-tag="YE0010" 

/codon-start=l 

/transl-table=ll 

/product="putative sugar transport 
system, permease protein" 
/protein-id="CALl 0155.1" 
/db-xref="GI: 122 0 8 73 74" 
/db-xref="GOA:AUHS2" 
/db-xref="InterPro: IPR001851" 
/db-xref="UniProtKB/TrEMBL:AUHS2" 
/ trans lation= "MS SQTINTKRWFSKEWLLEQ 
KSLIALLVLIAWSSLSPNFFTLN 
NMFN I L QQ I S VI I A I MAVGMT L V I L T S G I DL S VG S 
LLALTGAVAAS IVGLEVNALVAVG 
AALALGAFVGG I TGVI VAKGKVQAF I AT L VMML L 
LRGVTMVYTNGSPINTGFTDVADT 
FGWFGIGRPLGIPTPIWLMAIVFIAAWYMLHHTR 
LGRYIYALGGNESATRLSGISVDK 
VKIIVYSLCGLLAALAGI IEVARLSSAQPTAGTG 
YELDAIAAWLGGTSLAGGKGQIV 
GTLIGALILGFLNNGLNLLGVSSYYQMIVKAVVI 
LLAVLVDNKKQ " 
/gene="rbsC" 
/locus-tag="YE0010" 
/note="Signal peptide predicted 
for YE0010 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.969) 
with cleavage site probability 
0.169 between residues 42 and 43" 
/gene="rbsC" 



/locus-tag="YE0010" 
/inf erence=" protein 
motif :TMHMM:2 . 0" 

/note="7 probable transmembrane 
helices predicted for YE0010 by 



TMHMM2.0 at aa 22-44, 65-87, 
97-119, 126-148,168-190, 221-243 
and 275-297" 

misc-feature 10746.. 11582 /gene="rbsC" 

/locus-tag="YE0010" 
/inf erence=" protein 
motif :PFAM:PF02 653" 

/note="Pfam match to entry PF02653 
BPD-transp-2 , Branched-chain amino 
acid transport system / permease 
component, score 3.4, E-value 
7.7e-07" 

gene 11760.. 12647 /gene="rbsB" 

/locus-tag="YE0011" 
/note="synonyms : prlB, rbsP" 

CDS 11760.. 12647 /gene="rbsB" 

/locus-tag="YE0011" 

/inf erence="similar to 

sequence :UniProtKB:P02925" 

/inf erence="similar to 

sequence : UniProtKB : P02926 " 

/note="Similar to Escherichia coli 

D-ribose-binding periplasmic 

protein precursor RbsB or RbsP or 

PrlB SWALL:RBSB-ECOLI 

(SWALL:P02925) (296 aa) fasta 

scores: E(): 1.7e-84, 84.74 38d in 

295 aa, and to Salmonella 

typhimurium, and Salmonella typhi 

D-ribose-binding periplasmic 

protein precursor RbsB or RbsP or 

STM3884 or STY3894 

SWALL : RBSB-SALTY ( SWALL : P029 26 ) 

(296 aa) fasta scores: E(): 

5.6e-84, 84.06 38d in 295 aa" 

/ codon-start=l 

/transl-table=ll 

/product= "putative 

D-ribose-binding periplasmic 

protein precursor" 

/protein-id="CAL10156 .1" 

/db-xref="GI : 122087375" 

/db-xref="InterPro: IPR001761" 

/db-xref="UniProtKB/TrEMBL:AUHS3" 

/ translation="MKMKKLATLISWALSATVS 

ANALAKDTIALWSTLNNPFFVSM 

KDGAQKEADKL G YNL VI LDS QNNPAKE LANVQDL 

T VRG T KL L L I N P T D S D AVGN AVKM 

ANQANIPVITLDRLANAGTWSHVASDNRFGGKM 

AG D Y I AKKVG S D AK V IQLEGIAGA 

SAARERGEGFKQSMEKNKFQLLASQPADFDRTKG 

LNVMQNLLTAHPDVQAVFAQNDEM 

AL GAL RAL Q T AGKT DVLWG FDGTDDGI K AVE S G 

KMGAT I AQRPDQI GVI GVQTADKV 

LKGEKVQAVIPVDLKLVTK" 

sig-peptide 11760.. 11834 /gene="rbsB" 

/locus-tag="YE0011" 
/note="Signal peptide predicted 
for YE0011 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.933 between residues 25 and 26" 



11835. .12641 



misc-feature 12432.. 12455 



gene 
CDS 



12811 . . 13737 
12811 . . 13737 



misc-feature 12817.. 13701 



misc-feature 12928.. 13002 



misc-feature 13552.. 13593 



13740. .14741 



/gene="rbsB" 
/locus-tag="YE0011" 
/inf erence= "protein 
motif :PFAM:PF0 0532" 

/note="Pfam match to entry PF00532 

Peripla-BP-like, Periplasmic 

binding proteins and sugar binding 

domain of the Lad family, score 

63.4, E-value 3.3e-16" 

/gene="rbsB" 

/locus-tag="YE0011" 

/inf erence=" protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/gene="rbsK" 

/locus-tag="YE0 012" 

/gene="rbsK" 

/locus-tag="YE0 012" 

/codon-start=l 

/transl-table=ll 

/product="r ibokinase" 

/protein-id="CAL10157. 1" 

/db-xref="GI : 122087376" 

/db-xref="GOA:AUHS4" 

/db-xref="InterPro: IPR002139" 

/db-xref="InterPro: IPR002173" 

/db-xref="InterPro: IPR011611" 

/db-xref="InterPro: IPR011877" 

/ db-xref ="UniProtKB/TrEMBL : A1JHS 4 " 

/ translation="METGKLWLGSINADHILNI 

EQFPRPGETWGEQYKVAFGGKGA 

NQAVAAGRSGANIAFIACVGEDDIGDRVRLQLAS 

DNIDTAPIEAVAGTTTGVALIFVN 

GEGENVI G I HAGAnOA' 'QQQVI DAD A 

LLMQLESPLGTVIAAAKLAKQHQT 

QVILNPAPARELPDELLSLVDMITPNETEAERLT 

GIHIEQDDDAAKAAQILHDKGIAT 

VIITLGSRGVWLSEQGQGKLVAGFKVNAVDTIAA 

GDTFNGALLTALLEGQAMGSAVRF 

AHAAAAIAVTRPGAQPSIPWRAEIDSFLQDRV" 

/gene="rbsK" 

/locus-tag="YE0 012" 

/inf erence=" protein 

motif :PFAM:PF0 029 4" 

/note="Pfam match to entry PF00294 

pfkB, pfkB family carbohydrate 

kinase, score 298.8, E-value 

4.4e-87" 

/gene="rbsK" 

/locus-tag="YE0 012" 

/inf erence=" protein 

motif :Prosite:PS0 0583" 

/note="PS00583 pfkB family of 

carbohydrate kinases signature 1." 

/gene="rbsK" 

/locus-tag="YE0 012" 

/inf erence=" protein 

motif :Prosite:PS0 058 4" 

/note="PS00584 pfkB family of 

carbohydrate kinases signature 2." 

/gene="rbsR" 



/locus-tag="YE0 012A" 
CDS 13740.. 14741 /gene="rbsR" 

/locus-tag="YE0 012A" 
/inf erence="similar to 
sequence: INSDC : AEO 0 8 8 8 1 " 
/inf erence="similar to 
sequence : UniProtKB : P2 5551" 
/note="Similar to Escherichia 
coli, and Escherichia coli 0157:H7 
ribose operon repressor RbsR or 
b3753 or z5254 or ecs4695 
SWALL:RBSR-ECOLI ( SWALL : P25551 ) 
(329 aa) fasta scores: E(): 
7.1e-94, 73.17 38d in 328 aa and 
to Salmonella typhimurium 
transcriptional repressor for rbs 
operon RbsR or stm3 8 86 
SWALL:Q8ZKV7 ( EMBL : AEO 0 8 8 8 1 ) (332 
aa) fasta scores: E(): 5.3e-95, 
74.09 38d in 332 aa" 
/codon-start=l 
/transl-table=ll 

/product="r ibose operon repressor" 
/protein-id="CAL10158 .1" 
/db-xref="GI: 122087377" 
/db-xref="GOA:AUHS5" 
/db-xref="InterPro: IPR000843" 
/db-xref="InterPro: IPR0 01761" 
/db-xref="UniProtKB/TrEMBL:AUHS5" 
/ trans lation="MATMKDVARLAGVSTSTVSH 
VINKNRFVSDPIRDKVLAAIKQLN 
YAPSALARSLKLNETRTIGMLVTASSNPFYAEW 
RGVERSCYERGYSLILCNTEGDID 
RMSRSIETLMQKRVDGLLLMCTESHRPSQDILRC 
YPSLPIIMMDWAPFEGVNDVIQDN 
SLLGGEMATSYLIARGYTRIACIAGPQDKTPAKE 
RLQGFRQAMDRAGLPVLPDYEVAS 
DFEFGGGLVAMKQLLALPQPPEAVFTSNDAMAVG 
VYQALHQAGLS IPQDMAVIGYDDI 
EIAQYMTPPLTTIHQPKDSLGELAIDTLIHRLNS 
PEAEPQVLILTPELIERGSVATR" 
gene complement ( 14738 .. 16162 /locus-tag="YE0013" 

) 

CDS complement (14738. .16162 /locus-tag="YE0013" 

) 

/codon-start=l 

/transl-table=ll 

/product="putative membrane 

transport protein" 

/protein-id="CAL10159 .1" 

/db-xref="GI : 122087378" 

/db-xref="GOA:AUHS6" 

/db-xref="InterPro: IPR001411" 

/db-xref="InterPro: IPR007114" 

/db-xref="InterPro: IPR011701" 

/db-xref="UniProtKB/TrEMBL:AUHS6" 

/ trans lation= "MI KSARSMAGLPWIAAMAFF 

MQALDATILNTALPSIAESLNRSP 

LTMQSAIISYTLTVAMLIPVSGWLADRFGTRRIF 

ILAVSLFTLGSLLCALSGSLPFLV 

AS RVI QGVGGAMMMP VARL AL I RAYPR S E L L P VL 

NFVTIPGLIGPVMGPLLGGLLVTY 



sig-peptide 



misc-f eature 



misc-f eature 



gene 
CDS 



ATWHWIF I LN I P I GLLG I F YARKYMP DF TMPKRA 

FDIIGFLLFGSSLVMISVSLEIMG 

RPDIASYLPAAVLLGGLLMLLFYIFHAKGHPNPL 

IGLPLFKTRTFSVGIAGNVASRLG 

TGCVPFLMPLMLQVGFGYSAI IAGCMMAPTAIGS 

MMAKSAVTQVLRSLGYRTVLVGIT 

AI IGVL I ALFAFQSPGMSPWLMI LPLFI LGMAMS 

TQFTAMNTITLADLTDNNASSGNS 

VLAVTQQLAISFGVAISAWLRFYDGLSFGNNID 

HFHYTFITMGAVTLLSSMVFLLLK 

PRDGDNL I QGRNVKKVTQPAKSEV " 

complement (16052. .16162 /locus-tag="YE0013" 

) 

/note="Signal peptide predicted 
for YE0013 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.994) 
with cleavage site probability 
0.740 between residues 37 and 38" 
/locus-tag="YE0 013" 



complement (join(14816. 
14884, 14927. .14995, 
15032. .15100, 
.15196, 
.15301, 
. 15412, 
.15499, 
.15583, 
.15679, 
.15757, 
.15859, 
.15937, 
.16015, 
.16126) ) 



15128. 
15233. 
15344. 
15431. 
15527. 
15620 . 
15689. 
15791. 
15869. 
15956. 
16058 



/ infer ence= "protein 
motif :TWHHH: 2.0" 

/note="14 probable transmembrane 
helices predicted for YE0013 by 
TMHMM2.0 at aa 13-35, 50-69, 
76-98, 102-124,136-158, 162-181, 
194-212, 222-244, 251-273, 
288-310,323-345, 355-377, 390-412 
and 427-449" 

complement (15830. .16132 /locus-tag="YE0013" 

) 

/inf erence=" protein 
motif :PFAM:PF0 0 0 83" 

/note="Pfam match to entry PF00083 
sugar-tr, Sugar (and other) 
transporter, score 20.7, E-value 
2.1e-06" 

complement (16237. .16926 /locus-tag="YE0014" 
) 

complement ( 16237 . . 16926 /locus-tag="YE0014" 
) 

/ codon-start=l 
/transl-table=ll 
/product="putative GntR-famly 
transcriptional regulator" 
/protein-id="CAL10160 . 1" 
/db-xref="GI : 122087379" 
/db-xref="GOA:AUHS7" 
/db-xref="InterPro: IPR000524" 
/db-xref="InterPro: IPR011711" 



misc-f eature complement ( 1669 



misc-feature complement ( 16744 . 



misc-f eature complement ( 16750 . 



17506. .18994 
17506. .18994 



19220. .19295 
19220. .19295 



19674. .22667 
19674. .22667 



22667. .22908 
22667. .22908 



gene 
CDS 



complement (23194. 
) 

complement ( 2319 4 , 
) 



/db-xref="InterPro: IPR011991" 
/db-xref="UniProtKB/TrEMBL:AUHS7" 
/ trans lation="MQLNTQQQAAQRNLSYLLAE 
KIGQRILAGEYEAGSILPGEIELG 
EQFGVS RT AVRE AVKML AAKGML LPRPRIGT R VM 
PQTNWNFLDQELLTWWMTRENFDQ 
VMQHFLILRRSLEPQACSLAAINVSGKQKALLTS 
LMTEMCELHAHFNRERWIQVDAQF 
HQLIYEASGNPFLTSFANLFSSVYHSYFRSITGD 
EVIKLQHHQNIVDTILAGDSQGAL 
VACQVLLKEKD " 
.16875 /locus-tag="YE0014" 

/inf erence=" protein 
motif :PFAM:PF0 0392" 

/note="Pfam match to entry PF00392 
gntR, Bacterial regulatory 
proteins, gntR family, score 79.0, 
E-value 6.6e-21" 
.16818 /locus-tag="YE0014" 

/inf erence=" protein 
motif :Prosite:PS0 0 0 43" 
/note="PS00043 Bacterial 
regulatory proteins, gntR family 
signature. " 
.16815 /locus-tag="YE0014" 

/not e=" Predicted helix-turn-helix 
motif with score 1101.000, SD 2.94 
at aa 38-59, sequence 
PGEIELGEQFGVSRTAVREAVK" 
/gene="16S rRNA" 
/gene="16S rRNA" 
/product="16S ribosomal RNA" 
/note="match to 16S-rRNA 1..1461 
(Y.enterocolitica 16S)" 
/gene="tRNA-Glu ( TTC ) " 
/gene="tRNA-Glu (TTC)" 
/product="tRNA-Glu" 
/note="codon recognized: GAA" 
/gene="23S rRNA" 
/gene="23S rRNA" 
/product="23S ribosomal RNA" 
/note="match to 23S-rRNA 1..2994 
(Y. enterocolitica 23S 
EMBL:U77925, Y.pestis KIM 98 
38dentity, Citrobacter freundii 
23S EMBL:U77928 94 38dentity)" 
/gene="5S rRNA" 
/gene="5S rRNA" 
/product="5S ribosomal RNA" 
/note="match to 5SrRNA 1..240 
Y. enterocolitica" 
.23721 /gene="mobB" 

/locus-tag="YE0 016" 
.23721 /gene="mobB" 

/locus-tag="YE0 016" 

/codon-start=l 

/transl-table=ll 



/product=" probable 

molybdopterin-guanine dinucleotide 
biosynthesis protein B" 
/protein-id="CAL10161 . 1" 
/db-xref="GI : 122087380" 
/db-xref="GOA:AUHS8" 
/db-xref="InterPro: IPR004435" 
/db-xref="UniProtKB/TrEMBL:AUHS8" 
/translation="MSRKTPPLLGIAAYSGTGKT 
TLLKSLIPLLQQRQIRVGLIKHTH 
HNMEIDTPGKDSYELRKAGAYQTLVASDCRWALM 
TETPEQKPLDLHYLASRLDAATID 
L I LVEGFKHEP INKI AL YREAVGKP YTDL I DE YV 
IALASDELIETAVEQLDINQPEQI 
ADFICSWLQINPSQP" 
misc-feature complement ( 23299 .. 23703 /gene="mobB" 
) 

/locus-tag="YE0 016" 
/ inf erence="protein 
motif :PFAM:PF03205" 

/note="Pfam match to entry PF03205 
MobB, Molybdopter in guanine 
dinucleotide synthesis protein B, 
score 184.3, E-value 1.3e-52" 
misc-feature complement ( 23662 .. 23685 /gene="mobB" 
) 

/locus-tag="YE0 016" 
/inf erence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
gene complement ( 23718 .. 24317 /gene="mobA" 

) 

/locus-tag="YE0017" 
/note="synonyms : chlB, mob, nar" 
CDS complement (23718. .24317 /gene="mobA" 

) 

/locus-tag="YE0017" 

/codon-start=l 

/transl-table=ll 

/product=" molybdopterin-guanine 
dinucleotide biosynthesis protein 
A" 

/protein-id="CAL10162 .1" 
/db-xref="GI: 122087381" 
/db-xref="GOA:AUHS9" 
/db-xref="InterPro: IPR013482" 
/db-xref="UniProtKB/TrEMBL:AUHS9" 
/ translation="MIEMQPNITGVILAGGRSSR 
MGGNDKGLTLLHDKPLFQYVIDRL 
KPQVNDLLINANRNQELYQASGVPWSDI ITGFV 
GP L AGMHAGL S Y S P TE WWF AP C D 
VPALPSNLVSQLWQGKQQALAAYVHDGERAHPTL 
ALMHVSLKSLLAEYLAKSDRKLMI 
FMDSVNAQPIIFRGQKDQFSNLNTPADCDLWEQS 
KRGEL" 

gene 24462.. 24731 /locus-tag="YE0018" 

CDS 24462.. 24731 /locus-tag="YE0018" 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 



24823. .25809 
24823. .25809 



gene 
CDS 



25856. .26479 
25856. .26479 



misc-f eature 



25856. .25912 



25856. .26476 



/protein-id="CAL10163 .1" 

/db-xref="GI : 122087382" 

/db-xref="InterPro: IPR009383" 

/db-xref="UniProtKB/TrEMBL:AUHTO" 

/ translation="MKCHRVNELIELLHPAWQQE 

PDLNLVQFLQKLSEEAGFEGEFAE 

LTDDILIYHLKMRGSASTEVIPGLKKDYEEDFKT 

AILRARGIIKD" 

/locus-tag="YE0 019" 

/locus-tag="YE0 019" 

/codon-start=l 

/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL1016 4. 1" 

/db-xref="GI : 122087383" 

/db-xref="InterPro: IPR002575" 

/db-xref="UniProtKB/TrEMBL:AUHTl" 

/ translation="MNSSAFNFQTLSPDLIMDAL 

EGVGLRVDSGLTALNSYENRVYQF 

MDEDRKRYWKFYRPERWSSEQILEEHQFSLDLA 

ESEIPVIAPLQLDGRTLHTHGGFF 

FTVFPSVGGRQYEIDNLDQLEWVGRYLGRIHQVG 

SDALFVARSTIGIEEYLTEPRQLL 

ASSELVPAKQRDKFLAATDLLISTIKQYWHTDWQ 

PLRLHGDCHPGllILlvRDGPUFVDL 

DEAPnGEA-'l.pLynLLHGEPPE'l'LIOLDILLEAY 

G E F A D F D C 1 R ELALIEPL R AMRMV Y 

YLAWVARRWQDPAFPKSFPWMAESDFWLQQTASF 

TEQVKLLQAPPLQLMPMY" 

/gene="dsbA" 

/locus-tag="YE0 02 0" 

/gene="dsbA" 

/locus-tag="YE0 02 0" 

/codon-start=l 

/transl-table=ll 

/product="secreted thiol : disulfide 
interchange protein DsbA" 
/protein-id="CAL10165. 1" 
/db-xref="GI: 122087384" 
/db-xref="GOA:AUHT2" 
/db-xref="InterPro: IPR001853" 
/db-xref="InterPro: IPR006662" 
/db-xref="InterPro: IPR012335" 
/db-xref="UniProtKB/TrEMBL:AUHT2" 
/translation^' MKNVWL AL VGMVMAF S AS AA 
QFTDGTQYQTLNKPVTGEPQVLEF 
FSFYCPHCYQFEEVYHVPQAVKKALPEGTKMTRY 
HVEFLGPLGKQLTQAWAVAMALGV 
EEKITPLMFEGVQKTQTVQTPDDIRNVFIKAGVS 
GEEFDAALNSFWKSLWQQQKAA 
EDLELRGVPAMFVNGKYMIKNDGMDTSSMDTYVK 
QYADWKFLLTQK" 
/gene="dsbA" 
/locus-tag="YE0 02 0" 
/note="Signal peptide predicted 
for YE0020 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.992 between residues 19 and 20" 
/gene="dsbA" 
/locus-tag="YE0 02 0" 



/inf erence=" protein 
motif :PFAM:PF01323" 

/note="Pfam match to entry PF01323 
DSBA, DSBA oxidoreductase, score 
486.2, E-value 1.7e-143" 
misc-feature 25976.. 26032 /gene="dsbA" 

/locus-tag="YE0 02 0" 
/ inf erence="protein 
motif :Prosite:PS0 019 4" 
/note="PS00194 Thioredoxin family 
active site." 

gene 27070.. 29868 /gene="polA" 

/locus-tag="YE0 021" 
/note="synonym: resA" 

CDS 27070.. 29868 /gene="polA" 

/locus-tag="YE0 021" 

/ codon-start=l 

/transl-table=ll 

/product="DNA polymerase I" 

/protein-id="CAL10166 .1" 

/db-xref="GI: 122 0 8 73 85" 

/db-xref="GOA:AUHT3" 

/db-xref="InterPro: IPR0 0109 8" 

/db-xref="InterPro: IPR0 0229 8" 

/db-xref="InterPro: IPR0 02 421" 

/db-xref="InterPro: IPR002562" 

/db-xref="InterPro: IPR003583" 

/db-xref="InterPro: IPR008918" 

/db-xref="UniProtKB/TrEMBL:AUHT3" 

/ translation="MAQIAENPLILVDGSSYLYR 

AYHAFPPLTNSKGEPTGAMYGVLN 

MLRSLLLQYRPSHVAWFDAKGKTFRDELFAEYK 

SHRPPMPDDLRAQIEPLHQMVKAM 

GLPLLWSGVEADDVIGTLAQEAEKAGHAVLIST 

GDKDMAQLVTPNITLINTMNNAIL 

GPQEVCEKYGVPPEL 1 1 DFLALMGDS S DN IPG VP 

GVGEKTAQALLQGLGGLDSLFNHL 

DKIPTLTFRGAKTMSAKLEQNKDVAYLSYKLATI 

KTDVELDITCDELNVSAPDDEQLH 

QLFSRYEFKRWLADVEAGKWLDGKKDRPTAQASN 

KAFVAPESAPVAEVTAVLSQENYQ 

TILDEKSLSDWIERLKKAEVFAFDTETDGLDTLS 

SNLIGLSFAVAPGEAAYLPLAHDY 

L DAP AQL DRDWVL AQ LKPLLEDDKAL KVGQN L KF 

DQSMLARYGIDLRGIAFDTMLESY 

VLDSVAGRHDMDSLAERYLNHKT ITFEE I AGKGK 

NQLTFNQIALEQAGPYAAEDADVT 

LQLHLVLWPKLQQSEGLKRVFQEIEMPLLPILSR 

IERTGVLIDQNILAAHSKELTIRL 

DELEKQAHELAEEPFNLASPKQLQVILYEKQKLP 

I LKKTPGGAAS TNEEVLAE L AL D Y 

PLPKVILEYRGLAKLKSTYTDKLPLMINPVSGRV 

HTSYHQAVTATGRLSSRDPNLQNI 

PVRNEEGRRIRQAFIAPEGYRIMAADYSQIELRI 

MAHLSQDKGLLAAFAAGKDIHRAT 

AAEVFGLSLEKVTNEQRRSAKAINFGLIYGMSAF 

GLARQLNIPRGEAQRYMDLYFERY 

PGVLEYMERTRKQAAEQGYVTTLDGRRLYLPDIH 

S RN AT RRKAAE RE A I NAP MQ G T AA 

D 1 1 KRAMI AVDAWLQQQPEP L VRVI MQVHDE L VF 

EVHE S VLE S AE QK I RE LME Q S MQ L 

AVPLKVDVGVGYNWDQAH " 



misc-feature 27580.. 27900 



misc-feature 28048.. 28629 



misc-feature 28717.. 29862 



misc-feature 29338.. 29397 



misc-RNA 



gene 
CDS 



27088.. 27576 /gene="polA" 

/locus-tag="YE0 021" 
/inf erence= "protein 
motif :PFAM:PF02 739" 

/note="Pfam match to entry PF02739 
5-3-exonuc-N, 5 ' -3 ' exonuclease, 
N-terminal resolvase-like domain, 
score 316.3, E-value 2.4e-92" 
/gene="polA" 
/locus-tag="YE0 021" 
/ inf erence="protein 
motif :PFAM:PF0136 7" 

/note="Pfam match to entry PF01367 
5-3-exonuclease, 5 ' -3 ' 
exonuclease, C-terminal SAM fold, 
score 194.5, E-value l.le-55" 
/gene="polA" 
/locus-tag="YE0 021" 
/ inf erence="protein 
motif :PFAM:PF01612" 

/note="Pfam match to entry PF01612 
3-5-exonuclease, 3 '-5' 
exonuclease, score 229.0, E-value 
4.4e-66" 
/gene="polA" 
/locus-tag="YE0021" 
/ inf erence="protein 
motif :PFAM:PF0 0 4 76" 
/note="Pfam match to entry PF00476 
DNA-pol-A, DNA polymerase family 
A, score 698.2, E-value 2.6e-207" 
/gene="polA" 
/locus-tag="YE0 021" 
/ inf erence="protein 
motif :Prosite:PS0 0 447" 
/note="PS00447 DNA polymerase 
family A signature." 
/note="Spot 42 RNA (RF00021) as 
predicted by Rfam, score 91.54, 
positions 1 to 118" 
complement (30302 . .30955 /locus-tag="YE0022" 
) 

complement (30302 . .30955 /locus-tag="YE0022" 

) 

/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL1016 7. 1" 
/db-xref="GI: 122087386" 
/db-xref="GOA:AUHT4" 
/db-xref="InterPro: IPR002917" 
/db-xref="InterPro:IPR005289" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HT4" 

/ translation="MTIRNFNYHMTHFVISAPDI 

RHLPRDEGIEVAFAGRSNAGKSSA 

LNTLTGQKSLARTSKTPGRTQLINLFEWEGVRL 

VDLPGYGYAEVPEEMKLKWQRALG 

EYLQKRNCLKGLWLMDIRHPLKDLDQQMITWAV 

AVGTPVML L L T KADKL AS GARKAQ 

LNMVREAIIPFMGDIQVEAFSSLKKIGVDKLREK 



30017. .30134 



LDTWFSEIPPEVMIDEYDDEEGK" 
misc-feature complement ( 3 0 83 0 .. 3 0 853 /locus-tag="YE0022" 
) 

/inf erence=" protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
misc-RNA 31382.. 31582 /note="CsrC family RNA (RF00084) 

as predicted by Rf am, score 35.38, 
positions 1 to 254" 

gene 31718.. 32284 /locus-tag="YE0023" 

CDS 31718.. 32284 /locus-tag="YE0023" 

/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10168 . 1" 
/db-xref="GI : 122087387" 
/db-xref="InterPro:IPR007336" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HT5" 

/ translation="MKQPNKAPRADRAAPKGTAT 

PKRHKKTRVEL D I EARERKRQKRH 

SGNRSGARTNIEGSNKTGSTQAQEKDPRIGSKVP 

VP L WE S KAKAKLT T KPVAKVEAK 

PRLTPEEELTKLENDERLDALLDRLDNDEVLSKE 

DQAYVDLTLDRIDALMEQLGIELG 

DDEDDEEREEKPEDILKLLKSGNPKDTF" 

gene 32467.. 33840 /gene="hemN" 

/locus-tag="YE0 02 4" 

CDS 32467.. 33840 /gene="hemN" 

/locus-tag="YE0 02 4" 

,/codon-start = l 

/transl-table=ll 

/product=" oxygen-independent 

coproporphyrinogen III oxidase" 

/protein-id="CAL10169 .1" 

/db-xref="GI: 122087388" 

/db-xref="GOA:AUHT6" 

/db-xref="InterPro: IPR0 0 455 8" 

/db-xref="InterPro: IPR006638" 

/db-xref="InterPro: IPR007197" 

/db-xref="InterPro: IPR010723" 

/db-xref="UniProtKB/TrEMBL:AUHT6" 

/ translation="MSENAWWDLSLIQKYNYSG 

PRYTSYPTALEFSEEYDESAFQQA 

VKRYPQRPLSLYVHIPFCHKLCYFCGCNKLVTRQ 

QHKADEYLAVLEKEIRQRAALFAG 

RQVSQMHWGGGTPTYLNKTQITHLMNLLRENFDF 

LPGAEQSIEVDPREIELDVLDHLR 

AEGFNRLSMGVQDFNKEVQRLVNREQDEDFIFAL 

IARAKALGFNSTNIDLIYGLPKQT 

PESFAFTLKRVAELNPDRLSVFNYAHLPSLFAAQ 

RKIKDADLPTAEQRLDILQHTISF 

LTESGYQFIGMDHFARPDDELAIAQREGKLHRNF 

QGYTTQGESDLLGLGVSAI SMLGD 

SYAQNEKDLKTYYAWEQRGNALWRGLTMTEDDC 

LRRDVIKTLICNFQISYQPIEQHY 

GIRFADYFAEDFELLTPFEHDGLVERDDKSIRVT 

PRGRL L I RN I C MC F D I Y L RKQ ARK QQFSRVI " 

misc-feature 32761.. 33522 /gene="hemN" 

/locus-tag="YE0 02 4" 



/inf erence=" protein 
motif :PFAM:PF02 4 73" 

/note="Pfam match to entry PF02473 
Coprogen-an-ox, Oxygen- independent 
Coproporphyrinogen III oxidase, 
score 555.2, E-value 2.8e-164" 
gene complement ( 339 89 .. 35401 /gene="ntrC" 

) 

/locus-tag="YE0 025" 
/note="synonyms : glnG, glnT" 
CDS complement (33989 . .35401 /gene="ntrC" 

) 

/locus-tag="YE0 025" 
/ codon-start=l 
/transl-table=ll 
/product="nitrogen regulation 
protein" 

/protein-id="CAL10170 .1" 
/db-xref="GI: 122 0 8 73 89" 
/db-xref="GOA:AUHT7" 
/db-xref="InterPro: IPR0 01789" 
/db-xref="InterPro: IPR0 02 0 78" 
/db-xref="InterPro: IPR002197" 
/db-xref="InterPro:IPR003593" 
/db-xref="InterPro: IPR010114" 
/db-xref="UniProtKB/TrEMBL:AUHT7" 
/ translation="MQRGIVWIVDDDSSIRWVLE 
RALTGAGLNCATFDTGNQVLDALA 
TQTPDVLLSDIRMPGMDGLALLKQIKQRHPMLPV 
I IMTAHSDLDAAVSAYQQGAFDYL 
PKPFDIDEAVALVERAISHYQEQQQPARTQPASG 
PTADI IGEAPAMQDVFRI IGRLSR 
SSI S VL INGE S GTGKE LVAHALHRH S P RAKAP F I 
ALNMAAIPKDL IESELFGHEKGAF 
T G AN QVRQ G RF E Q AD GGTLFLDEIG DMP L DVQ T R 
LLRVLADGQFYRVGGYAPVKVDVR 
IIAATHQNLELRVQEGKFREDLFHRLNVIRVHLP 
PLRERREDIPRLARYFLQVAAKEL 
GVEAKNLHPETEVALTRLPWPGNVRQLENTCRWL 
TVMAAGQEVLVQDLPSELFETNTP 
DASGQRMPDNWSTLLAQWADRALRSGHQDLLSEA 
QPEMERTLLTTALRHTQGHKQEAA 
RLLGWGRNTLTRKLKELGME " 
misc-feature complement ( 34001 .. 34123 /gene="ntrC" 
) 

/locus-tag="YE0 025" 
/inf erence=" protein 
motif :PFAM:PF02954" 

/note="Pfam match to entry PF02954 
HTH-8, Bacterial regulatory 
protein, Fis family, score 64.1, 
E-value 2e-16" 
misc-feature complement (34007 .. 34072 /gene="ntrC" 
) 

/locus-tag="YE0 025" 
/note="Pr edict ed helix-turn-helix 
motif with score 1763.000, SD 5.19 
at aa 444-465, sequence 
GHKQEAARLLGWGRNTLTRKLK" 
misc-feature complement ( 3 43 13 .. 3 4342 /gene="ntrC" 
) 

/locus-tag="YE0025" 



/inf erence=" protein 
motif :Prosite:PS00688" 
/note="PS00688 Sigma-54 
interaction domain C-terminal part 
signature . " 

misc-feature complement ( 3 43 16 .. 34981 /gene="ntrC" 
) 

/locus-tag="YE0025" 
/inf erence=" protein 
motif :PFAM:PF0 0158" 

/note="Pfam match to entry PF00158 
Sigma54-activat, Sigma-54 
interaction domain, score 496.8, 
E-value l.le-146" 
misc-feature complement ( 34676 .. 34723 /gene="ntrC" 
) 

/locus-tag="YE0 025" 
/ inf erence="protein 
motif :Prosite:PS0 06 76" 
/note="PS00676 Sigma-54 
interaction domain ATP-binding 
region B signature." 
misc-feature complement ( 34868 .. 34909 /gene="ntrC" 
) 

/locus-tag="YE0 025" 
/inf erence= "protein 
motif :Prosite:PS0 06 75" 
/note="PS00675 Sigma-54 
interaction domain ATP-binding 
region A signature." 
misc-feature complement ( 35033 .. 35392 /gene="ntrC" 
) 

/locus-tag="YE0025" 
/inf erence= "protein 
motif :PFAM:PF0 0 0 72" 

/note="Pfam match to entry PF00072 
response-reg, Response regulator 
receiver domain, score 148.5, 
E-value 7.8e-42" 
gene complement ( 35409 .. 36458 /gene="ntrB" 

) 

/locus-tag="YE0 026" 
/note="synonyms : glnl, glnR" 
CDS complement (35409 . .36458 /gene="ntrB" 

) 

/locus-tag="YE0 026" 
/ codon-start=l 
/transl-table=ll 

/product="Two component regulatory 
protein involved in nitrogen 
assimilation" 
/protein-id="CAL10171 .1" 
/db-xref="GI: 122087390" 
/db-xref="GOA:AUHT8" 
/db-xref="InterPro: IPR000014" 
/db-xref="InterPro: IPR003594" 
/db-xref="InterPro: IPR003661" 
/db-xref="InterPro: IPR004358" 
/db-xref="InterPro: IPR005467" 
/db-xref="InterPro: IPR013767" 
/db-xref="UniProtKB/TrEMBL:AUHT8" 
/ translation="MATGTLPDAGQILNSLINSI 



misc-f eature complement ( 35415 

) 



misc-feature complement ( 35877 
) 



gene complement (36607 

) 

CDS complement ( 36607 

) 



LLLDDSLAIHYANPAAQQLLAQSS 
RKLFGTPLPELLGYFSLNMELMRESLASGQSFTD 
NE VT LWDGRAH ILSLTAQSLAEG 
FILLEMAPMDNQRRLSQEQLQHAQQIAARDLVRG 
LAHEIKNPLGGLRGAAQLLSKALP 
DPALLEYTKVI IEQADRLRNLVDRLLGPQRPGQH 
VTQSIHQVAERVCQLVSLEKPDNV 
TLIRDYDPSLPELAHDPDQIEQVLLNITRNALQA 
LGEAGGT I TLRTRTAFQ I TLHGVR 
YRLAARIDIEDDGPGVPTQLQDTLFYPMVSGREG 
GTGLGLSIARSLIDQHSGKIEFNS 
WPGHTEF S VYL P I RQ " 
35762 /gene="ntrB" 

/locus-tag="YE0 026" 
/ inf erence="protein 
motif :PFAM:PF02518" 
/note="Pfam match to 
HATPase-c, Histidine 
gyrase B-, and HSP90 
score 104.0, E-value 
36074 /gene="ntrB" 

/locus-tag="YE0 026" 
/inf erence= "protein 
motif :PFAM:PF00512" 
/note="Pfam match to entry PF00512 
HisKA, His Kinase A 
(phosphoacceptor ) domain, score 
64.0, E-value 2.1e-16" 
38016 /gene="glnA" 

/locus-tag="YE0 02 7" 
38016 /gene="glnA" 

/locus-tag="YE0 02 7" 

/codon-start=l 

/transl-table=ll 

/product=" glut amine synthetase" 

/protein-id="CAL10172 .1" 

/db-xref="GI : 122087391" 

/db-xref="GOA:AUHT9" 

/db-xref="InterPro: IPR001637" 

/db-xref="InterPro: IPR0 0 48 09" 

/db-xref="InterPro: IPR008146" 

/db-xref="InterPro: IPR008147" 

/db-xref="InterPro: IPR014746" 

/db-xref="UniProtKB/TrEMBL:AUHT9" 

/ translation="MSAEHVLTMLNEHEVKFVDL 

RFTDTKGKEQHITIPAHQVNADFF 

EEGKMFDGS S I GGWKGINE S DMVLMPDAS TAVMD 

PFFEDSTLI IRCDILEPGTLQGYD 

RDPRSISKRAEEFLKSSGIADTVLFGPEPEFFLF 

D DVRF G S S I RG S H VA IDDIEGAWN 

SSTKYEGGNKGHRPAVKGGYFPVPPVDSSQDLRS 

TMCLTMEEMGLWEAHHHEVATAG 

QNEVATRFNTMTKKADE I Q I YKYWHNVAHAF GK 

TATFMPKPMFGDNGSGMHCHMSLS 

KNGTNLFAGDKYAGL SEMALF Y I GG 1 1 KHAKA I N 

ALANP T TN S YKRL VPG YE AP VML A 

YS ARNRS AS I R I PWASPKARR I E ARFP DP AANP 

YLCFAALLMAGLDGIINKIHPGDA 



entry PF02518 
kinase-, DNA 
-like ATPase, 
1.9e-28" 



MDKNLYDLPPEEEAEIPKVAGSLDEAMAALNEDR 
EFLTRGGVFTDDAIDAYIELRKEE 
MDRVRMTPHPVEFELYYSV" 
misc-f eature complement ( 36 823 .. 36861 /gene="glnA" 
) 

/locus-tag="YE0 02 7" 
/inf erence=" protein 
motif :Prosite:PS0 0182" 
/note="PS00182 Glutamine 
synthetase class-I adenylation 
site. " 

misc-feature complement (36868 . .37713 /gene="glnA" 
) 

/locus-tag="YE0 02 7" 
/inf erence=" protein 
motif :PFAM:PF00120" 

/note="Pfam match to entry PF00120 
gln-synt, Glutamine synthetase, 
catalytic domain, score 563.6, 
E-value 8.6e-167" 
misc-feature complement ( 37195 .. 37242 /gene="glnA" 
) 

/locus-tag="YE0 02 7" 
/inf erence= "protein 
motif :Prosite:PS00181" 
/note="PS00181 Glutamine 
synthetase putative ATP-binding 
region signature." 
misc-feature complement ( 37729 .. 37977 /gene="glnA" 
) 

/locus-tag="YE0027" 
/inf erence= "protein 
motif :PFAM:PF03951" 
/note="Pfam match to entry PF03951 
gln-synt-N, Glutamine synthetase, 
beta-Grasp domain, score 169.3, 
E-value 4.1e-48" 
misc-feature complement ( 37813 .. 37869 /gene="glnA" 
) 

/locus-tag="YE0 02 7" 
/inf erence=" protein 
motif :Prosite:PS00180" 
/note="PS00180 Glutamine 
synthetase signature 1." 
gene complement (38201 .. 38311 /locus-tag="YE0028" 

) 

CDS complement (38201. .38311 /locus-tag="YE0028" 

) 

/inf erence="similar to 
sequence: INSDC : AJ41 41 41 " 
/note="Poor database matches. 
Similar to the N-terminal region 
of Yersinia pestis possible 
membrane protein YPO0 025 
SWALL:Q8ZJR4 (EMBL : AJ414141 ) (52 
aa) fasta scores: E(): 1.8e-12, 
80.55 38d in 36 aa. Doubtful CDS" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAL10173 .1" 
/db-xref="GI : 122087392" 



/db-xref="UniProtKB/TrEMBL:AUHUO" 
/ trans lation="MHTDYQQTPMIWHKWGVWKV 
G I DFAI DFMTQF SMNN " 

gene 38529.. 40352 /gene="bipA" 

/locus-tag="YE0 029" 
/note="synonym: typA" 

CDS 38529.. 40352 /gene="bipA" 

/locus-tag="YE0 029" 

/codon-start=l 

/transl-table=ll 

/product="putative GTPase" 

/protein-id="CAL10174. 1" 

/db-xref="GI : 122087393" 

/db-xref="GOA:AUHUl" 

/db-xref="InterPro: IPR000640" 

/db-xref="InterPro: IPR000795" 

/db-xref="InterPro: IPRO 0 4161" 

/db-xref="InterPro: IPR005225" 

/db-xref="InterPro:IPR006298" 

/db-xref="UniProtKB/TrEMBL:AUHUl" 

/ translation="MIENLRNIAI IAHVDHGKTT 

LVDKLLQQSGTFGERAEATERVMD 

SNDLEKERGITILAKNTAIKWKDYRINIVDTPGH 

ADFGGEVERVMSMVDSVLLWDAM 

DGPMPQTRFVTKKAFANGLKPIWINKVDRPGAR 

PDWWDQVFDLFVNLDATDEQLDF 

PIIYASALMGIAGNDHNDMAADMTPLYQAIVDHV 

S P P QVE P DAP F QMQ I S Q L D YNN YV 

GVIGIGRIKRGKVKPNQQVTIVDSEGKTRNGKVG 

KVL T HMG L E R I E AT E AE AG D I VA I 

TGLGELNISDTICDVNAVEALPALSVDEPTVSMY 

FCVNTSPFCGKEGKYVTSRQILER 

LNKELIHNVALRVEETEDADAFRVSGRGELHLSV 

L IENMRREGFELAVSRPKVIVRE I 

DGRKQEPFENVTLDIEEQHQGSVMQAMGERKADL 

KNMDPDGKGRVRLDYLIPARGLIG 

FRTEFMTMTSGTGLLYSTFSHYDDVRPGEIGQRQ 

NGVLISNGQGKAVAFALFKLQDRG 

KLFIGHGTEVYEGQI IGIHSRSNDLTVNCLTGKQ 

LTNMRASGTDEATTLVPFLKKTLE 

QALEFIDDDELVEVTPQSIRIRKRHLTENDRKRA 

GRGPKED" 

misc-feature 38535.. 39122 /gene="bipA" 

/locus-tag="YE0 029" 
/ inf erence="protein 
motif :PFAM:PF00009" 

/note="Pfam match to entry PF00009 
GTP-EFTU, Elongation factor Tu GTP 
binding domain, score 258.2, 
E-value 7.1e-75" 

misc-feature 38562.. 38585 /gene="bipA" 

/locus-tag="YE0 029" 
/inf erence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

misc-feature 38658.. 38705 /gene="bipA" 

/locus-tag="YE0 029" 
/inf erence=" protein 
motif :Prosite: PS 00301" 
/note="PS00301 GTP-binding 
elongation factors signature." 



39147. .39395 



misc-feature 39711.. 39977 



40648. .41235 
40648 . . 41235 



/gene="bipA" 
/locus-tag="YE0 029" 
/inf erence= "protein 
motif :PFAM:PF03 144" 

/note="Pfam match to entry PF03144 

GTP-EFTU-D2, Elongation factor Tu 

domain 2, score 71.9, E-value 

8.8e-19" 

/gene="bipA" 

/locus-tag="YE0 029" 

/ inf erence="protein 

motif :PFAM:PF0 06 79" 

/note="Pfam match to entry PF00679 
EFG-C, Elongation factor G 
C-terminus, score 112.3, E-value 
6e-31" 

/locus-tag="YE0 03 0" 
/locus-tag="YE0 03 0" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10175. 1" 
/db-xref="GI : 122087394" 
/db-xref="GOA:AUHU2" 
/db-xref="InterPro: IPR005834" 
/db-xref="InterPro: IPR0 06 402" 
/db-xref="UniProtKB/TrEMBL:AUHU2" 
/ translation="MLYIFDLGNVIVDIDFKRVL 
GVWSKLSSVPLATLSERFTMGEVF 
QQHERGE I S DE DFARQLS DEMGLSL SFEQFAE GW 
QAVFVALRPEVI S IMQKLRAEGHR 
VWLSNTNRLHCNYWPQHYPEVAAAADHMYL S QD 
LGMRKPE. I ± . H~L \EQ 
AVFFDDVEA11I 'AAF IEGIT' jIFT'TDRfvVIPAYF 



misc-feature 



gene 
CDS 



41328. .42218 
41328. .42218 



. locus-tag="YE0030" 
/ inf erence="protein 
motif :PFAM:PF00702" 

/note="Pfam match to entry PF00702 
Hydrolase, haloacid 
dehalogenase-like hydrolase, score 
61.6, E-value l.le-15" 
/gene="rbn " 
/locus-tag="YE0 031" 
/gene="rbn " 
/locus-tag="YE0 031" 
/codon-start=l 
/transl-table=ll 
/product="ribonuclease BN" 
/protein-id="CAL10176 .1" 
/db-xref="GI : 122087395" 
/db-xref="GOA:AUHU3" 
/db-xref="InterPro: IPR004664" 
/db-xref="InterPro: IPR017039" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HU3 " 

/ translation="MASFLRFRLSASLKPYITFG 

RMLYTRIDKDGLTMLAGHLAYVSL 

L S LVPLVTVI F ALFAAFPMFAD I S I KLKAF I F TN 

FMPATGDI IQNYLEQFVANSNRMT 

WGTCGLIVTALLLIYSVDSVLNI IWRSKVHRSL 



misc-feature 41409.. 42161 



misc-f eature 



join (41442 . . 41510, 
41628 . . 41687, 
41748 . . 41816, 
41874. .41933, 
41967. .42035, 
42063. .42131) 



42225. .42662 
42225. .42662 



misc-feature 42306.. 42659 



42914. 
42914. 



43837 
43837 



VF S F AVY WMVL T L GP I L VG A S MV I 

SSYLLSLQWLANARVDSMIDETLRLFPLLISWVS 

F WL L Y S WP T VRVP AQDAL I G AL V 

AALFFELGKKGFTMY ITLFPSYQLI YGVLAVI P I 

LFLWVYWSWCIVLLGAEITVTLGE 

YRAQRHQAITEKSPSQSQEI " 

/gene="rbn " 

/locus-tag="YE0 031" 

/inf erence=" protein 

motif :PFAM:PF03 631" 

/note="Pfam match to entry PF03631 
Ribonuclease-BN, Ribonuclease 
BN-like family, score 289.2, 
E-value 3.5e-8 4" 
/gene="rbn " 



/locus-tag="YE0 031" 

/inf erence=" protein 

motif :TMHMM: 2.0" 

/note="6 probable transmembrane 

helices predicted for YE0031 by 

TMHMM2.0 at aa 39-61, 101-120, 

141-163, 183-202,214-236 and 

246-268" 

/locus-tag="YE0032" 
/locus-tag="YE0032" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10177 . 1" 
/db-xref="GI : 122087396" 
/db-xref="GOA:AUHU4" 
/db-xref="InterPro: IPR003732" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HU4" 

/ tr an s 1 at i on= " MI AL I ORAL S ANVWDGE W 

GEIGPGLLILLGVEQQDTEQKAQR 

LCEKVLGYRIFGDENDKMNLNVKQAGGSVLWSQ 

FTLVADTQKGMRP SFS RGAS P AE A 

DRLYQYFVAQCREHGVKTETGLFAADMKVSLVND 

GPVTFWLQI" 

/locus-tag="YE0 032" 

/ inf erence="protein 

motif :PFAM:PF02580" 

/note="Pfam match to entry PF02580 
DUF154, Uncharacterized ACR, 
COG1490, score 261.8, E-value 
6e-76" 

/locus-tag="YE0033" 
/locus-tag="YE0 033" 
/ codon-start=l 
/transl-table=ll 
/product="conserved membrane 
protein" 

/protein-id="CAL10178 .1" 
/db-xref="GI : 122087397" 
/db-xref="GOA:AUHU5" 



misc-feature 43052.. 43282 



misc-feature 43184.. 43249 



misc-feature 43517.. 43585 



repeat-region 44408.. 45116 



44431 . . 45117 
44431. .45117 



/db-xref="InterPro: IPR000182" 

/db-xref="InterPro: IPR012660" 

/db-xref="InterPro: IPR016181" 

/db-xref="UniProtKB/TrEMBL:AUHU5" 

/ trans lation=" MYHLRVPTTEQELKDYYQFR 

WEMLRKPLHQPIGSEKDAYDAMAH 

HQMWDEQGKPVAIGRLYINADNEAAIRFLAVDP 

SVRSKGLGTLVAMTLESVARQEGV 

KRWCSAREDAVDFFSKLGFVSQGEITAPQTTPV 

RHFLMI KPWTMDD I LHRP DWCGQ 

LQQAWYDHIPLSEKMGVRISQYTGQRFVTTMPEA 

GNQNPHHTLFAGSLFSLATLTGWG 

L I WLLLRERHLGGT I I LADAH I RYS APVTGRPRA 

VAE L S S L S GDL DRL ARGRRARVQ L 

DVNLFGNEEAGAVFSGTYMVLPVDAEGDGVN" 

/locus-tag="YE0 033" 

/inf erence=" protein 

motif :PFAM:PF00583" 

/note="Pfam match to entry PF00583 
Acetyltransf, Acetyltransf erase 
(GNAT) family, score 63.3, E-value 
3.3e-16" 

/locus-tag="YE0033" 
/not e=" Predicted helix- turn-helix 
motif with score 1005.000, SD 2.61 
at aa 91-112, sequence 
MTLE S VARQEGVKRWC S ARE D " 
/locus-tag="YE0 033" 
/inf erence= "protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted for YE0033 by 
TMHMM2.0 at aa 202-224" 
/note="repeat unit encoding a 
LuxR-family transcriptional 
regulator" 
/locus-tag="YE0 035" 
/locus-tag="YE0 035" 
/inf erence="similar to 
sequence: INSDC : AE0 0 4433 " 
/inf erence="similar to 
sequence: INSDC :AE0 0 456 4" 
/note="Similar to Pseudomonas 
aeruginosa probable 
transcriptional regulator PA1347 
SWALL:Q9I3Z7 (EMBL : AE0 0 456 4 ) (230 
aa) fasta scores: E(): 3e-09, 
30.43 id in 207 aa, and to the 
C-terminal region of Vibrio 
cholerae LuxR family 
transcriptional regulator VCA1078 
SWALL : Q9KKM5 (EMBL : AE0 0 4 433 ) (319 
aa) fasta scores: E(): 2.2e-10, 
27.53 38d in 207 aa" 
/codon-start=l 
/transl-table=ll 
/product="LuxR family 
transcription regulatory protein" 
/protein-id="CAL10179 .1" 
/db-xref="GI : 122087398" 
/db-xref="GOA:AUHU6" 
/db-xref="InterPro: IPR000792" 



misc-feature 44872.. 45069 



misc-feature 44926.. 44991 



repeat-region 45117.. 45833 
45147. .45833 



/db-xref="InterPro: IPR011991" 

/db-xref="InterPro: IPR013656" 

/db-xref="UniProtKB/TrEMBL:AUHU6" 

/ translation="MEASLFNSLKMLIKFWECSS 

EPWGVKDNQSRYVYANNRLHKLFA 

LPDKFSMEGRTDGELPTPISEFELEFQEHDCKVK 

LLQDRVTSVEIHAWNGHSYYQPYF 

FDKYPLIDEHGVSQGI ISHSRPVEDVILTHLNKI 

KVPISLILTPPSDLFSKREWEVLF 

YILHSFSSMEIATKLHLSSITVDNI IQKIYKKIG 

ISGRQQLVDYCYENKINNYVPQSF 

FEYSGSFPLV" 

/locus-tag="YE0 035" 

/inf erence=" protein 

motif :PFAM:PF0 0196" 

/note="Pfam match to entry PF00196 
GerE, Bacterial regulatory 
proteins, luxR family, score 41.3, 
E-value 1.4e-09" 
/locus-tag="YE0 035" 
/ not e=" Predicted helix-turn-helix 
motif with score 1060.000, SD 2.80 
at aa 166-187, sequence 
FSSMEIATKLHLSSITVDNI IQ" 
/note="repeat unit encoding a 
LuxR-family transcriptional 
regulator" 
/locus-tag="YE0 036" 
/locus-tag="YE0036" 
/inf erence="similar to 
sequence: INSDC:AE0 0 4 433" 
/inf erence="similar to 
sequence: INSDC:AE0 0 456 4" 
/note="Similar to Pseudomonas 
aeruginosa probable 
transcriptional regulator PA1347 
SWALL:Q9I3Z7 ( EMBL : AE 0 0 4 56 4) (230 
aa) fasta scores: E(): 
2.2e-09,30.37 38d in 214 aa, and 
to the C-terminal region of Vibrio 
cholerae LuxR family 
transcriptional regulator VCA1078 
SWALL : Q9KKM5 ( EMBL : AE0 0 4 433 ) (319 
aa) fasta scores: E(): 6.6e-13, 
30.43 38d in 207 aa" 
/codon-start=l 
/transl-table=ll 
/product="LuxR family 
transcription regulatory protein" 
/protein-id="CAL10180 . 1" 
/db-xref="GI : 122087399" 
/db-xref="GOA:AUHU7" 
/db-xref="InterPro: IPR000792" 
/db-xref="InterPro: IPR011991" 
/db-xref="UniProtKB/TrEMBL:AUHU7" 
/ translation="MDKPLKNQLEILIRFWERSS 
EPWGARDNQSRFIYSNDRHHKLLG 
LSDKYNLEGRLDSELPSPTAAFQMEFQAHDRKVE 
LSQERITSVEIHEWDGLSYLKPNF 
CDKYPLIDESGVSQGI IFHVRPVEDI ILSRLTKI 
KAPTSLTFTPPSKLFTKREWEVLF 
YILHSYSSKDIAKKLHISPRTVSNITQSVYRKVG 



misc-feature 45588.-45785 



misc-feature 45642.. 45707 



repeat-region 45834.. 46549 



45863. .46549 
45863. .46549 



misc-feature 46304.. 46501 



VSNKRQIVDYCYENKINNYVPQSF 
FEYSGSFPLM" 
/locus-tag="YE0 036" 
/inf erence=" protein 
motif :PFAM:PF0 0196" 

/note="Pfam match to entry PF00196 

GerE, Bacterial regulatory 

proteins, luxR family, score 49.3, 

E-value 5.5e-12" 

/locus-tag="YE0 036" 

/not e=" Predicted helix- turn-helix 

motif with score 2073.000, SD 6.25 

at aa 166-187, sequence 

YSSKDIAKKLHISPRTVSNITQ" 

/note="repeat unit encoding a 

LuxR-family transcriptional 

regulator" 

/locus-tag="YE0 03 7" 

/locus-tag="YE0 03 7" 

/inf erence="similar to 

sequence: INSDC:AE0 04 433" 

/inf erence="similar to 

sequence: INSDC : AE004564" 

/note="Similar to Pseudomonas 

aeruginosa probable 

transcriptional regulator PA347 

SWALL:Q9I3Z7 (EMBL:AE004564) (230 

aa) fasta scores: E(): 

3.6e-10,30.47 38d in 210 aa, and 

to the C-terminal region of Vibrio 

cholerae LuxR family 

transcriptional regulator VCA1078 

SWALL : Q9KKM5 (EMBL : AE004433 ) (319 

aa) fasta scores: E(): 4.2e-10, 

27.94 38d in 229 aa" 

/ codon-start=l 

/transl-table=ll 

/product="LuxR family 

transcription regulatory protein" 

/protein-id="CAL10181 . 1" 

/db-xref="GI : 122087400" 

/db-xref="GOA:AUHU8" 

/db-xref="InterPro: IPR000792" 

/db-xref="InterPro: IPR0 11991" 

/db-xref="InterPro: IPR013656" 

/db-xref="UniProtKB/TrEMBL:AUHU8" 

/ translation="MGETLKNQLEILIRFWEHSS 

EPWQIKDSQSRYIYANPRSHKLLS 

LPAKYNMEGRLDGELPSPISEFQAEFQRQDRQVE 

LLQDRITSAEIHIVDGKSYLTPFF 

CDKYPLIDENGISQGVICHARPVHNLMLTRLNKI 

KAPTSLTFTPPSKLFTKREWEVLF 

YILHSYSSKDIAKKLHLSARTVSNITQSVYRKVG 

VSNKRQIVDYCYENKINNYVPQSF 

FEYSGSFPLM" 

/locus-tag="YE0 03 7" 

/ inf erence="protein 

motif :PFAM:PF0 0196" 

/note="Pfam match to entry PF00196 
GerE, Bacterial regulatory 
proteins, luxR family, score 46.4, 
E-value 4.3e-ll" 



isc-feature 46358.-46423 



repeat-region 46550 . . 47265 



gene 46579.-47265 
CDS 46579.-47265 



misc-feature 47020.. 47217 



misc-feature 47074.. 47139 



repeat-region 47266 . . 47965 



47294. .47980 



/locus-tag="YE0 03 7" 

/not e=" Predicted helix- turn-helix 

motif with score 1813.000, SD 5.36 

at aa 166-187, sequence 

YSSKDIAKKLHLSARTVSNITQ" 

/note="repeat unit encoding a 

LuxR-family transcriptional 

regulator" 

/locus-tag="YE0038" 

/locus-tag="YE0 03 8" 

/inf erence="similar to 

sequence :INSDC:AE0 0 4 433" 

/inf erence="similar to 

sequence: INSDC:AE0 0 456 4" 

/note="Similar to Pseudomonas 

aeruginosa probable 

transcriptional regulator PA1347 

SWALL:Q9I3Z7 (EMBL : AE0 0 456 4 ) (230 

aa) fasta scores: E(): le-09, 

31.28 id in 211 aa, and to the 

C-terminal region of Vibrio 

cholerae LuxR family 

transcriptional regulator VCA1078 

SWALL : Q9KKM5 (EMBL : AE004433 ) (319 

aa) fasta scores: E(): 4.1e-10, 

27.94 38d in 229 aa" 

/codon-start=l 

/transl-table=ll 

/product="LuxR family 

transcription regulatory protein" 

/protein-id="CAL10182 .1" 

/db-xref="GI: 122087401" 

/db-xref="GOA:AUHU9" 

/db-xref="InterPro: IPR000792" 

/db-xref="InterPro: IPR0 11991" 

/db-xref="InterPro: IPR013656" 

/db-xref="UniProtKB/TrEMBL:AUHU9" 

/ translation="MGETLKNQLEILIRFWEHSS 

EPWQIKDSQSRYIYANPRTHKLLS 

LPAKYNMEGRLDGELPSPISEFQAEFQRQDRQVE 

LLQDRITSAEIHIVDGKSYLTLFF 

CDKYPLIDEYGISQGVICHDRPVHNLMLTRLNKI 

KAPTSLTFTPPSKLFTKREWEVLF 

YILHSYSSKDIAKKLHLSARTVSNITQSVYRKVG 

VSNKRQIVDYCYENKINNYVPQSF 

FEYSGSFPLM" 

/locus-tag="YE0 03 8" 

/ inf erence="protein 

motif :PFAM:PF0 0196" 

/note="Pfam match to entry PF00196 
GerE, Bacterial regulatory 
proteins, luxR family, score 46.4, 
E-value 4.3e-ll" 
/locus-tag="YE0 03 8" 
/not e=" Predicted helix- turn-helix 
motif with score 1813.000, SD 5.36 
at aa 166-187, sequence 
YSSKDIAKKLHLSARTVSNITQ" 
/note="repeat unit encoding a 
LuxR-family transcriptional 
regulator" 
/locus-tag="YE0 039" 



CDS 47294.. 47980 /locus-tag="YE0039 " 

/inf erence="similar to 
sequence: INSDC : AEO 0 4433 " 
/inf erence="similar to 
sequence: INSDC :AE004564" 
/note="Similar to Pseudomonas 
aeruginosa probable 
transcriptional regulator PA1347 
SWALL:Q9I3Z7 (EMBL : AEO 0 456 4 ) (230 
aa) fasta scores: E(): 
3.8e-08,29.04 38d in 210 aa, and 
to Vibrio cholerae LuxR family 
transcriptional regulator VCA1078 
SWALL : Q9KKM5 (EMBL : AEO 0 4 433 ) (319 
aa) fasta scores: E(): 2.9e-10, 
28.5 id in 214 aa" 
/ codon-start=l 
/transl-table=ll 
/product="LuxR family 
transcription regulatory protein" 
/protein-id="CAL10183 .1" 
/db-xref="GI: 122087402" 
/db-xref="GOA:AUHV0" 
/db-xref="InterPro: IPR000014" 
/db-xref="InterPro: IPR0 0 0 792" 
/db-xref="InterPro: IPR0 11991" 
/db-xref="InterPro: IPR013656" 
/db-xref="UniProtKB/TrEMBL:AUHVO" 
/ translation="MDKPLKNQLEILIRFWERSS 
EPWAIKDNQSKFI YANRRVYKLFN 
LPNKYTLEGRLDGEIPTPSADFQDEFQQQDRQVE 
LSQDRVTSVDIQLYDGFSYFTPYF 
SDKYPLIDENGVSQGVICHARPVQDIMLTHLNKI 
KVPTSLIFTPPSKLFTKREWEVLF 
YILHSYSSKDLAEKLHLSPRTVSNI IQSVYRKAG 
VSNKRQIVDYCYENKINNYVPQSF 
FEYSKSFPLM" 

misc-feature 47735.. 47932 /locus-tag="YE0039" 

/inf erence=" protein 
motif :PFAM:PF00196" 

/note="Pfam match to entry PF00196 
GerE, Bacterial regulatory 
proteins, luxR family, score 43.2, 
E-value 3.9e-10" 

misc-feature 47789.. 47854 /locus-tag="YE0039" 

/not e=" Predicted helix- turn-helix 
motif with score 2197.000, SD 6.67 
at aa 166-187, sequence 
YSSKDLAEKLHLSPRTVSNI IQ" 

gene complement ( 48077 .. 49786 /locus-tag="YE0040" 

) 

CDS complement (48077. .49786 /locus-tag="YE0040" 

) 

/ codon-start=l 
/transl-table=ll 
/product="possible exported 
protein" 

/protein-id="CAL10184 . 1" 
/db-xref="GI : 122087403" 
/db-xref="InterPro: IPR007844" 
/db-xref="UniProtKB/TrEMBL:AlJHVl" 
/ translation="MKFLGKVLLTLLLLLVLS IV 



LCYVLLQTSWAAGWLSRWVSDNSE 
YRLSLGKIDHSWSQPGQVSFTDVTLGRAKQPVFL 
IAQQAVLGLSWRQLTEPRHFRSLN 
LQNGSLTLNNSTSPLPLQADTLRLTNMALNTTIE 
PQNKAGQWKVTGQQVTGGLIPWQP 
LPGNSLGENAQFQFSAGSLTINGITAEKLYLQGS 
IQKNALTLSNFGADIAQGELTGNA 
SQSADGSWLVDRLRLSNIRLQTPATLEDVWNTFL 
QLPPITLKRFDLIDARVEGKNWAF 
NDLDLTLKNITFKQGDWQSDEGELSLNAGDI IKG 
NIHLIDPIATFTLSPAGVAINQFS 
TRWQDGLLRAQGNWLRDSHRLQLDELTLVALVYT 
LPTDWKQQWQQTLPNWLSEVYISK 
LNANRNLLIDI SPDFPFQITSLDAAGTNLLLAKN 
HQWGVWSGSLMLNAGNATFNKNDV 
RRPSLALSANEQQITVSDLSTFTKEGLLEATATI 
DQTSGRALSLALTGRSVDLNILQN 
WGWPALPLQGLGNLKLRISGNLTADKPLKPTING 
SLQATDNHGQQVNQTMQNGEVHGV AGQ" 
sig-peptide complement ( 49694 .. 49786 /locus-tag="YE0040" 

) 

/note="Signal peptide predicted 
for YE0040 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.986 between residues 31 and 32" 
misc-feature complement ( 49700 .. 49768 /locus-tag="YE0040" 
) 

/ infer ence= "protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted for YE0040 by 
TMHMM2.0 at aa 7-29" 
gene complement ( 49933 .. 51318 /locus-tag="YE0041" 

) 

CDS complement (49933. .51318 /locus-tag="YE0041" 

) 

/codon-start=l 
/transl-table=ll 
/product="putative membrane 
permease" 

/protein-id="CAL10185.1" 
/db-xref="GI : 122087404" 
/db-xref="GOA:AUHV2" 
/db-xref="InterPro: IPR006042" 
/db-xref="InterPro: IPR006043" 
/db-xref="InterPro: IPR017588" 
/db-xref="UniProtKB/TrEMBL:AUHV2" 
/ translation="MSTQSAELNTPQQATTHPSE 
LIYRLEDRPPLAQTLFAACQHLLA 
MFVAVITPGLLICQALGLPAEDTQRI ISMSLFAS 
GLASLLQIKTWGPVGSGLLSIQGT 
SFNFVSPLIMGGLALKNGGADIPTMMAALFGTLM 
VASCTEIILSRFLHLARRI ITPLV 
SGIWMIIGLSLIQVGLTSIGGGYGAMSDHTFGS 
PKNLMLAGAVLWI ILLNRQRNPY 
LRVASLVIAMAVGYLLAWTLGMLPESRPWDTAL 
ITIPTPLYYGLSFDWNLLVPLMLI 
FMVTSLETIGDITATSDVSEQPVHGPLYMKRLKG 
GVLANGLNSMLSAVFNTFPNSCFG 
QNNGVIQLTGVASRYVGFWALMLIVLGLFPAVA 
GF VQH I PEP VL GGAT L VMF G T I AA 



S GVR I VS RE TLNRRA I M I MAL S LAVGMGVAQQP L 

ILQFAPDWIKTLLSSGIAAGGITA 

IVLNLIFPQEK" 

misc-f eature complement ( join ( 49948 . . /locus-tag="YE0041" 



50007, 


50035 . .50103, 


50122 . 


.50190, 


50203. 


.50271, 


50473 . 


.50541, 


50599. 


.50667, 


50686. 


.50745, 


50788. 


.50856, 


50875. 


.50943, 


50971. 


.51039, 


51127. 


.51195) ) 



/inf erence=" protein 
motif :TMHMM: 2.0" 

/note="ll probable transmembrane 
helices predicted for YE0041 by 
TMHMM2.0 at aa 42-64, 94-116, 
126-148, 155-177,192-211, 218-240, 
260-282, 350-372, 377-399, 406-428 
and 438-457" 

misc-feature complement ( 50038 .. 51225 /locus-tag="YE0041" 
) 

/inf erence=" protein 
motif :PFAM:PF00860" 

/note="Pfam match to entry PF00860 
xan-ur-permease, Permease family, 
score 528.7, E-value 2.8e-156" 
misc-feature complement ( 50137 .. 50199 /locus-tag="YE0041" 
) 

/ inf erence="protein 
motif :Prosite:PS01116" 
/note="PS01116 Xanthine/uracil 
permeases family signature." 
misc-feature complement ( 50689 .. 50736 /locus-tag="YE0041" 
) 

/ inf erence="protein 
motif :Prosite:PS00038" 
/note="PS00038 Myc-type, 
'helix-loop-helix' dimerization 
domain signature." 
misc-feature complement ( 50899 .. 50931 /locus-tag="YE0041" 
) 

/inf erence= "protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
misc-feature complement ( 51202 .. 51234 /locus-tag="YE0041" 
) 

/ inf erence="protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 

gene 51557.. 52771 /gene="gltS" 

/locus-tag="YE0 0 42" 
/note="synonym: gltC" 

CDS 51557.. 52771 /gene="gltS" 

/locus-tag="YE0 0 42" 
/ codon-start=l 



misc-f eature 51560.. 52654 



misc-f eature 



join(51566. .51619, 


51653. 


.51706, 


51764. 


.51817, 


51836. 


.51904, 


52025. 


.52093, 


52193. 


.52261, 


52289. 


.52357, 


52376. 


.52432, 


52460. 


.52528, 


52562. 


.52630, 


52658. 


.52726) 



/transl-table=ll 

/product="sodium/glutamate symport 

carrier protein" 

/protein-id="CAL10186 .1" 

/db-xref="GI : 122087405" 

/db-xref="GOA:AUHV3 " 

/db-xref="InterPro: IPR004445" 

/db-xref="UniProtKB/TrEMBL:AUHV3" 

/ trans lation="MFHLDTYGTLVAACLVLLLG 

RKLVQTVPFLKKYTIPEPVAGGLL 

VAFMMLLMQKTLGWEISFDMSLKDPLMLAFFATI 

GLNANLASLRAGGKALSVFVFVW 

GLLLMQNAIGIALAKLMGLDPLMGLLAGSITLSG 

GHGTGAAWSKVFVERYGFENATEV 

AMACATFGLVLGGLIGGPVARYLVKHSSTPDGTP 

EDSEIPSAFEKPSAGRMITSLVLT 

ETIAMIAICLMVGQVISAGLQGTMFELPTFVCVL 

FVGVILSNTLSAIGFYKVFDRAVS 

VLGNVSLSLFLAMALMSLKLWELASLALPMLVIL 

SVQALAMALYAIFVTYRLMGKNYD 

AAVLAAGHCGFGLGATPTAIANMQAITDRFGPSH 

L AF L WPMVG AF F I D I VN V I V I KL 

YLLLPIFPAWG" 

/gene="gltS" 

/locus-tag="YE0 0 42" 

/ inf erence="protein 

motif :PFAM:PF036 16" 

/note="Pfam match to entry PF03616 

Glt-symporter, Sodium/glutamate 

symporter, score 808.3, E-value 

1.8e-240" 

/gene="gltS" 



/locus-tag="YE0042" 
/inf erence=" protein 
motif :TMHMM: 2.0" 

/note="ll probable transmembrane 
helices predicted for YE0042 by 
TMHMM2.0 at aa 4-21, 33-50, 70-87, 
94-116,157-179, 213-235, 245-267, 
274-292, 302-324, 336-358 and 
368-390" 

complement (52840 . .54921 /gene="recG" 
) 



complement ( 52840 . 



/locus-tag="YE0043" 
.54921 /gene="recG" 

/locus-tag="YE0 0 43" 
/ codon-start=l 
/transl-table=ll 
/product="ATP-dependent DNA 
helicase" 

/protein-id="CAL10187. 1" 



/db-xref="GI : 122087406" 

/db-xr e f = " GOA : A1JHV4 " 

/db-xref="InterPro: IPR001650" 

/db-xref="InterPro: IPR004365" 

/db-xref="InterPro: IPR004609" 

/db-xref="InterPro: IPR011545" 

/db-xref="InterPro: IPR014001" 

/db-xref="InterPro: IPR014021" 

/db-xref="UniProtKB/TrEMBL:AUHV4" 

/ translation="MKGRLLDAVPLSTLSGVGAS 

QAGKLAKMGLETIQDLLLHLPLRY 

EDRTRLYRIGDLLPGLSVTVEGEVLRSDISFGRR 

RMMTCQISDGSGVLTLRFFNFNAA 

MKNSLSPGKHVIAYGEAKRGNTGPEI IHPEYRVH 

GENIGVELQESLTPVYPTTEGIRQ 

ATLRKLIDQALAMLDSSVIAELLPIELSRSLISL 

PEAIHILHRPPADIQLADLEQGKH 

PAQRRL I MEE L LAHN L S ML AVRAG AQ S YRAL P L L 

PEEQLKRRFLAALPFTPTHAQQRV 

VAEIEQDMTHSYPMMRLIQGDVGSGKTLVAALAA 

LRAIAHGKQVALMAPTELLAEQHA 

NTFRQWLEPLGLEVGWLAGKQKGKARLAQQEAVA 

SGQVSMWGTHAMFQEQVQFSGLA 

LVI IDEQHRFGVHQRLALWEKGEEQGFHPHQL IM 

TATPIPRTLAMTAYADLDTSVIDE 

L P P G R T P V T T Y A I P D T R R C D V I Q R VKN AC L E E G R 

QAYWVC TLIEESELL E AQ AAE VT C 

EELKIALPEIKVGLVHGRMKGPEKQAVMLAFKQG 

E L Q L L VAT TV I EVG VD VP N A S L M I 

IDNPERLGLAQLHQLRGRVGRGAVASHCVLLYKT 

PLSKTAQMRLQVLRDSNDGFVIAQ 

RDLEIRGPGELLGTRQTGSAEFKVADLLRDQAMI 

PEVQRVARHLHQQYPEHAQALIER 

WLPERTRYTNA" 

sig-peptide complement ( 54856 .. 54921 /gene="recG" 

) 

/locus-tag="YE0 0 43" 
/note="Signal peptide predicted 
for YE0043 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.878) 
with cleavage site probability 
0.798 between residues 22 and 23" 
misc-feature complement ( 53155 .. 53373 /gene="recG" 
) 

/locus-tag="YE0 0 43" 
/inf erence=" protein 
motif :PFAM:PF00271" 

/note="Pfam match to entry PF00271 
helicase-C, Helicase conserved 
C-terminal domain, score 79.9, 
E-value 3.4e-21" 
misc-feature complement ( 53545 .. 54147 /gene="recG" 
) 

/locus-tag="YE0043" 
/ inf erence="protein 
motif :PFAM:PF0 02 70" 

/note="Pfam match to entry PF00270 
DEAD, DEAD/DEAH box helicase, 
score 123.2, E-value 3.1e-34" 
misc-feature complement ( 54013 .. 54036 /gene="recG" 
) 

/locus-tag="YE0043" 



/inf erence=" protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
misc-f eature complement ( 54514 .. 54738 /gene="recG" 
) 

/locus-tag="YE0043" 
/ inf erence="protein 
motif :PFAM:PF01336" 

/note="Pfam match to entry PF01336 
tRNA-anti, OB-fold nucleic acid 
binding domain, score 3 4.6, 
E-value 1.5e-0 7" 
gene complement ( 54922 .. 55614 /gene="trmH" 

) 

/locus-tag="YE0 0 44" 
/note="synonym: spoU" 
CDS complement (54922. .55614 /gene="trmH" 

) 

/locus-tag="YE0 0 44" 
/codon-start=l 
/transl-table=ll 
/product="tRNA 

(guanosine-2 ' -0-) -methyltransf eras 
e" 

/protein-id="CAL10188 . 1" 

/db-xref="GI : 122087407" 

/db-xref="GOA:AUHV5" 

/db-xref="InterPro: IPR0 0153 7" 

/db-xref="UniProtKB/TrEMBL:AUHV5" 

/ trans lation="MNPQRYARICEMLATRQPDL 

TVCLEEVHKPHNVSAI IRTADAVG 

IHQIHAIWPTPAMYTRLSSAAGSNSWVQVKTHSH 

ITDAITHLKSQGMQILATHLSDKA 

VDFRE I DYTRPTC I LMGQEKTG I SKEALAMADKD 

IIIPMIGMVQSLNVSVASALILYE 

AQRQR QNAGI IYQRTQ :7 ' L S E DEQQRLLFEGGYPV 

LAQVAKRKGLPQPYIDEQGQVIAD 

AQWWSAMQSTES" 

misc-feature complement ( 55138 .. 55560 /gene="trmH" 
) 

/locus-tag="YE0044" 
/ inf erence="protein 
motif :PFAM:PF00588" 

/note="Pfam match to entry PF00588 
SpoU-methylase, SpoU rRNA 
Methylase family, score 188.6, 
E-value 6.6e-54" 
gene complement ( 55620 .. 57722 /gene="spoT" 

) 

/locus-tag="YE0 0 45" 
CDS complement (55620 . .57722 /gene="spoT" 

) 

/locus-tag="YE0045" 
/ codon-start=l 
/transl-table=ll 

/product="guanosine-3 ' , 5 ' -bisbis (d 
iphosphate) 3 ' -pyrophosphydrolase" 
/protein-id="CAL10189 .1" 
/db-xref="GI : 122087408" 
/db-xref="GOA:AUHV6" 
/db-xref="InterPro: IPR003607" 



/db-xref="InterPro: IPR004095" 
/db-xref="InterPro: IPR004811" 
/db-xref="InterPro: IPR006674" 
/db-xref="InterPro: IPR007685" 
/db-xref="InterPro: IPR012675" 
/db-xref="UniProtKB/TrEMBL:AUHV6" 
/ translation="MYLFESLNLLIQRYLPEEQI 
KRLKQAYLVARDAHEGQTRSSGEP 
YITHPVAVACILAEMRLDYETLMAALLHDVIEDT 
PATYQDMEQLFGKSVAELVEGVSK 
L DKLNFRDKKE AQAENFRKM I MAMVQ D I RV I L I K 
LADRTHNMRTLGSLRPDKRRRIAR 
ETLEIYSPLAHRLGIHHLKTELEELGFEALYPNR 
YRVI KEWKAARGNRKEMI QK I LA 
EIEGRLTEAGIPCRVSGREKHLYSIYCKMNLKEQ 
RFHSIMDIYAFRVIVKEVDTCYRV 
LGQAHSLYKPRPGRVKDYIAIPKANGYQSLHTSL 
IGPHGVPVEVQIRTEDMDQMAEMG 
VAAHWAYKE QG E S G T T AQ I RAQRWMQ S L L E L Q Q S 
AGSSFEFIESVKSDLFPDEIYVFT 
PEGRIVELPAGATPVDFAYAVHTDIGHACVGARV 
DRQPYPLSQPLSSGQTVEI ITAPG 
ARPNAAWLNFWSSKARAKIRQLLKNLKRDESVS 
LGRRLLNHALGNGRKLSDIPEENI 
KHELDRMKLATLDDLLAEIGLGNAMSWVAKNLL 
GDPSTLATSGTRNLAIKGADGVLI 
TFAKCCRPIPGDPIIAHISPGKGLVIHHESCRNI 
RGYQKEPEKFMAVEWDQETEQEFI 
AE I KVDMFNQQG AL AN L T AA I NAAE SNIQSLNTE 
EKDGRVY S AF I RL TTRDRVH LAN I 
MRKIRIMPDWKVSRNRN " 
misc-f eature complement ( 55629 .. 55850 /gene="spoT" 
) 

/locus-tag="YE0045" 
/ infer ence= "protein 
motif :PFAM:PF01842" 

/note="Pfam match to entry PF01842 
ACT, ACT domain, score 15.3, 
E-value 0.097" 
misc-feature complement ( 56382 .. 56573 /gene="spoT" 
) 

/locus-tag="YE0045" 
/ inf erence="protein 
motif :PFAM:PF02824" 

/note="Pfam match to entry PF02824 
TGS, TGS domain, score 110.2, 
E-value 2.6e-3 0" 
misc-feature complement ( 57291 .. 57590 /gene="spoT" 
) 

/locus-tag="YE0 0 45" 
/ inf erence="protein 
motif :PFAM:PF0 1966" 

/note="Pfam match to entry PF01966 
HD, HD domain, score 74.5, E-value 
1.4e-19" 

misc-feature complement ( 57561 .. 57593 /gene="spoT" 
) 

/locus-tag="YE0 0 45" 
/inf erence=" protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 



attachment site." 
gene complement ( 57741 .. 58016 /gene="rpoZ" 

) 

/locus-tag="YE0046" 
CDS complement ( 57741 .. 58016 /gene="rpoZ" 

) 

/locus-tag="YE0046" 
/ codon-start=l 
/transl-table=ll 
/product="DNA-directed RNA 
polymerase, omega chain" 
/protein-id="CAL10190 . 1" 
/db-xref="GI : 122087409" 
/db-xref="GOA:AUHV7" 
/db-xref="InterPro: IPR003716" 
/db-xref="InterPro: IPR006110" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HV7" 

/ translation="MARVTVQDAVEKIGNRFDLV 
LVAARRARQIQSGGKDALVPEEND 
KVTVI ALRE IEEGLI TNQ I LDVRERQEQQEQE AA 
EIQAVTAIAEGRR" 
misc-feature complement ( 57822 .. 57983 /gene="rpoZ" 
) 

/locus-tag="YE0 0 46" 
/ inf erence="protein 
motif :PFAM:PF01192" 

/note="Pfam match to entry PF01192 
RNA-pol-Rpb6, RNA polymerase Rpb6, 
score 78.8, E-value 7.6e-21" 
gene complement ( 58071 .. 58694 /gene="gmk" 

) 

/locus-tag="YE0047" 
/note="synonym: spoR" 
CDS complement (58071 . .58694 /gene="gmk" 

) 

/locus-tag="YE0 0 47" 
/ codon-start=l 
/transl-table=ll 
/product="guanylate kinase" 
/protein-id="CAL10191 . 1" 
/db-xref="GI : 122087410" 
/db-xref="GOA:AUHV8" 
/db-xref="InterPro: IPR008144" 
/db-xref="InterPro: IPR008145" 
/db-xref="InterPro: IPR017665" 
/db-xref="UniProtKB/TrEMBL:AUHV8" 
/ translation="MVQGTLYIVSAPSGAGKSSL 
IQALLKTQPLYDTQVS I SHTTRAK 
RPGENHGEHYFFVSKEEFCQMIDDDAFLEHAKVF 
ENYYGT SRLAI EQVL ATGVDVF L D 
IDWQGAQQIRAKMPTARSIFILPPSKEELDRRLR 
GRGQDSEEVIAKRMAQAVAEMTHY 
AEYDYLIVNDDFNLALSDLKTI IRAERLRLGRQK 
QRHDALITKLLAD" 
misc-feature complement ( 58260 .. 58574 /gene="gmk" 
) 

/locus-tag="YE0 0 47" 
/inf erence=" protein 
motif :PFAM:PF0 0625" 

/note="Pfam match to entry PF00625 
Guanylate-kin, Guanylate kinase, 



score 198.3, E-value 7.9e-57" 
misc-f eature complement ( 58524 .. 58577 /gene="gmk" 
) 

/locus-tag="YE0 0 47" 
/ inf erence="protein 
motif :Prosite:PSO 0 856" 
/note="PS00856 Guanylate kinase 
signature . " 

misc-f eature complement ( 58641 .. 58664 /gene="gmk" 
) 

/locus-tag="YE0047" 
/ inf erence="protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
gene 58977.. 60674 /locus-tag="YE0048" 

CDS 58977.. 60674 /locus-tag="YE0048" 

/codon-start=l 
/transl-table=ll 
/product="putative DNA ligase" 
/protein-id="CAL10192 .1" 
/db-xref="GI: 122087411" 
/db-xref="GOA:AUHV9" 
/db-xref="InterPro: IPR0 016 79" 
/db-xref="InterPro: IPR0 035 83" 
/db-xref="InterPro: IPRO 0 4150" 
/db-xref="InterPro: IPR012340" 
/db-xref="InterPro: IPR013 839" 
/db-xref="InterPro: IPRO 13 8 40" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HV9 " 

/ translation="MNVHKMKILSLLMVSFISWQ 

ARAESVCPEWSEERMSGEMHLLEK 

QLDQWNIAYHQQGISPIADDIYDQLQDKLHRWRL 

CLGLPDKTDNRPIPGNGKMLHPVA 

HTGLKKLKDEAAL I SWMTGRKNLWVQPKI DGVAV 

T L VYQAGKL TQ VL S RGNG LKGQNW 

ADKAPFISAIPQYIASAPPLLTLQGEVFLQMEGH 

QQAQSGGANARASVAGALMRKSVS 

PLLAKLGIFIWAWPDGPKSMVEKSRLLQEMGFPL 

TAHYSEPVI S S SDVALWRDRWFKM 

PLPFVTDGWIRQENVPAGRYWQATPGNWSVAWK 

YPPPQQITEIKDIHFTVGRTGKIT 

AILQVIPVKIDDKWIRRVNIGSIARWKQWDIVPG 

DQVTISLAGQGIPRLDKVIWRVSQ 

RQEIVPPDADKFHQLTCFRRLPFECEPQFLSRLA 

WLSGTNGLDMQSVGNGLWRELIHH 

GFINGLLDWLSLSVEQIAAVPGIGQGRAEKIYQQ 

FQRARQQPFSQWLQALGFPQGIPL 

DT S WHS LRQRS I AEWRLMPG I GQVRAKQ I NHF LH 

HPEVQMMADFLSQQGIAGFSPEE" 

sig-peptide 58977.. 59045 /locus-tag="YE0048" 

/note="Signal peptide predicted 
for YE0048 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.991) 
with cleavage site probability 
0.950 between residues 23 and 24" 

misc-feature 59073.. 59918 /locus-tag="YE0048" 

/inf erence=" protein 
motif :PFAM:PF01653" 

/note="Pfam match to entry PF01653 
DNA-ligase-N,NAD-dependent DNA 



ligase adenylation domain, score 
109.4,E-value 4.4e-30" 
misc-feature 59922.. 60176 /locus-tag="YE0048" 

/inf erence=" protein 
motif :PFAM:PF03 12 0" 

/note="Pfam match to entry PF03120 
DNA-ligase-OB,NAD-dependent DNA 
ligase OB-fold domain, score 
73.6,E-value 2.7e-19" 
gene complement ( 60692 .. 61309 /locus-tag="YE0049" 

) 

CDS complement (60692 . .61309 /locus-tag="YE0049" 

) 

/codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10193 .1" 
/db-xref="GI : 122087412" 
/db-xref="InterPro: IPR005115" 
/db-xref="UniProtKB/TrEMBL:AUHWO" 
/translation=" ML L S VL Y 1 1 G I T AE AMTG AL 
AAGRRQMDMFGVI I IASATAIGGG 
SVRDMLLGHYPLGWVKHPEYIVIVAVAAIVTTWM 
APLMKHLRHLFLVLDAIGLIVFSI 
IGAQIALDMGHSTIIAAIAAVITGVFGGVLRDMF 
CNCIP LVFQKE I YAG I S FAAAW I Y 
IALQYTPLSHNWVWITLVTGLSARLLALRFRLG 
LPVFKYEHSEH " 

misc-feature complement ( join (60743 . . /locus-tag="YE0049 " 
60796,60824. .60892, 
60911. .60979, 
60989. .61048, 
61067. .61120, 
61157. .61225, 
61244. .61297) ) 

/inference=" protein 

motif : THHMH : 2.0" 

/note="7 probable transmembrane 

helices predicted for YE0049 by 

TMHMM2.0 at aa 5-22, 29-51, 64-81, 

88-107,111-133, 140-162 and 

172-189" 

misc-feature complement ( 6 0 79 1 .. 6 1 0 45 /locus-tag="YE0049" 
) 

/inf erence=" protein 
motif :PFAM:PF03458" 

/note="Pfam match to entry PF03458 
UPF0126, UPF0126 domain, score 

130.6, E-value 1.9e-36" 
misc-feature complement ( 61046 .. 61303 /locus-tag="YE0049" 

) 

/inf erence=" protein 
motif :PFAM:PF03 45 8" 

/note="Pfam match to entry PF03458 
UPF0126, UPF0126 domain, score 

138.7, E-value 6.7e-39" 
gene 61529.. 62080 /locus-tag="YE0050" 
CDS 61529.. 62080 /locus-tag="YE0050" 

/inf erence="similar to 
sequence: INSDC:AE0 051 09" 
/note="Poor database matches. 



Similar to an internal region of 
Halobacterium sp. hypothetical 
protein VNG2239c SWALL : Q9HN6 0 
(EMBL:AE005109) (308 aa) fasta 
scores: E(): 2.7, 29.37 38d in 143 
aa. Possible alternative 
translational start sites" 
/ codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL1019 4. 1" 
/db-xref="GI : 122087413" 
/db-xref="UniProtKB/TrEMBL:AUHWl" 
/ translation="MMI ILPDCRVTHPMVAFI SI 
SSFISVGFFMSQCIQSFQYRAVLL 
AGIAAVGVLLSGCVDRTGQANTATIKASPSTCIK 
GEPMTQTTLYFGLNRPHGPVI SAT 
EWQSFVDNDVTSRFKDGLTVIDAKGQWLGNDGTV 
AKENSKALVLIHKADKETAIETLR 
ARYKQQFAQESVMRVDAAVCVDF " 
misc-feature join (61565 .. 61624, /locus-tag="YE0050" 
61634. .61702) 

/inf erence= "protein 
motif : TMHMM : 2.0" 
/note="2 probable transmembrane 
helices predicted for YE0050 by 
TMHMM2.0 at aa 13-32 and 36-58" 
gene complement ( 62176 .. 63360 /gene="nupC" 

) 

/locus-tag="YE0051" 
/note="synonym: cru" 
CDS complement (62176. .63360 /gene="nupC" 

) 

/locus-tag="YE0 051" 
/inf erence="similar to 
sequence: INSDC:AL62 72 74" 
/inf erence="similar to 
sequence : UniProtKB : P33 031" 
/note="Similar to Escherichia coli 
nucleoside permease NupC or Cru 
SWALL : NUPC-ECOLI ( SWALL : P33 0 3 1 ) 
(400 aa) fasta scores: E(): 
4.2e-106, 71.75 38d in 400 aa, and 
to Salmonella typhi nucleoside 
permease STY2650 SWALL:Q8Z4X4 
(EMBL:AL627274) (400 aa) fasta 
scores: E(): 7 . 5e-106, 71 . 75 38d in 
400 aa" 

/codon-start=l 
/transl-table=ll 
/product="nucleoside permease" 
/protein-id="CALl 0195.1" 
/db-xref="GI : 122087414" 
/db-xref="GOA:AUHW2" 
/db-xref="InterPro: IPR002668" 
/db-xref="InterPro: IPR008276" 
/db-xref="InterPro: IPR011642" 
/db-xref="InterPro: IPR011657" 
/db-xref="UniProtKB/TrEMBL:AUHW2" 
/ translation="MLQILHFLLALIAIAVLALL 
ASHDRKNIKLRYIFQLLI IEIALA 



misc-f eature 



misc-f eature 



YFFLHSESGLGAIKYFAGLFESLMKFASIGTSFV 
FGGMNEQGLAF I FLNVLCP I I FVS 
ALIGILQHFRILPLI IRVIGTLLSKVNGMGKLES 
FNAVSTL I LGQSENF IAYKG I I AD 
ISPRRMYTMAATAMSTVSMSIVSAYMTMLEPKFV 
VTALILNMFSTFIVLSI INPYPVT 
EEPELKLNNLHEDQSFFEMLGEYILAGFKIAMI I 
AAMLIGFIAIISAINALFSTLFHI 
SFQGVLGYLFYPLALLIGIPTQDALHAGSIMATK 
LVANEFVAMIELKKVAAE I SPRGL 
GILSVFLVSFANFASIGIVAGAIKGLNEQQGNW 
SRFGLKLVYGSTLVSLLSATIAGL VL" 

complement (62179 . .63357 /gene="nupC " 

) 

/locus-tag="YE0 051" 
/ inf erence="protein 
motif :PFAM:PF017 73" 

/note="Pfam match to entry PF01773 
Nucleoside-tra2 , Na+ dependent 
nucleoside transporter, score 
597.4, E-value 5.8e-177" 
/gene="nupC " 



complement (join(62182. 
62250, 62293 . .62361, 



62476. 
62572. 
62716. 
62794. 
63037. 
63214. 
63292. 



63619. 
63619. 



62544, 
62640, 
62784, 
62862, 
63105, 
63273, 
63351) ) 



64512 
64512 



/locus-tag="YE0051" 
/inf erence= "protein 
motif :TMHMM: 2.0" 
/note="9 probable transmembrane 
helices predicted for YE0051 by 
TMHMM2.0 at aa 4-23, 30-49, 
86-108, 167-189,193-215, 241-263, 
273-295, 334-356 and 371-393" 
/locus-tag="YE0 052" 
/locus-tag="YE0 052" 
/inf erence="similar to 
sequence: INSDC:Y09 701" 
/inf erence="similar to 
sequence : UniProtKB : P76 0 82" 
/note="Similar to Escherichia coli 
probable enoyl-CoA hydratase PaaF 
SWALL:PAAF-ECOLI ( SWALL : P76 0 82 ) 
(255 aa) fasta scores: E(): 
2.5e-06, 27.66 38d in 253 aa, and 
to Xanthomonas campestris RpfF 
protein, mutants of which are 
unable to produce a diffusible 
extracellular factor which 
regulates synthesis of 
extracellular enzymes and 
modulates virulence SWALL : O051 75 
(EMBL:Y09701) (289 aa) fasta 
scores: E(): 1.2e-27, 34.02 38d in 
288 aa" 

/ codon-start=l 

/transl-table=ll 

/product="enoyl-CoA 



hydratase/isomerase family 
protein" 

/protein-id="CAL10196 .1" 
/db-xref="GI : 122087415" 
/db-xr e f = " GOA : A1JHW3 " 
/db-xref="InterPro: IPR001753" 
/db-xref="UniProtKB/TrEMBL:AUHW3" 
/ translation="MFNSLIGWNMNMINLPSCRS 
FTEAGHLSQISAYYEEGRNTLWML 
LRAHPRPCFNLELIENIMTLAQAAKESKLPIDFW 
VTGSWPNMFNVGGDLNFFAQMIK 
NRKREALMAYARACVDCVHAASRGFDTGAI S I AM 
IEGSALGGGFEAALAHHFVLAQTT 
ARMGFPEIAFNLFPGMGGYSLVARKAGMRVAEQL 
IWTGESHAAEWYESRGLVDKLFQP 
GDAYIATRTFIDTIRPKLNGMRAMVRVRQRVLQL 
TRSELMDITEDWVDSAFSIEPKDI 
AYIERLVMLQDRHTSGMPKAI " 
misc-feature 63745.. 64269 /locus-tag="YE0052" 

/inf erence=" protein 
motif :PFAM:PF00378" 

/note="Pfam match to entry PF00378 
ECH, Enoyl-CoA hydratase/isomerase 
family, score 25.7, E-value 
2.7e-10" 

gene complement ( 64538 .. 66532 /locus-tag="YE0053" 

) 

CDS complement (64538 . .66532 /locus-tag="YE0053" 

) 

/inf erence="similar to 
sequence :INSDC:AL62 72 70" 
/inf erence="similar to 
sequence : UniProtKB : P7 733 4 " 
/note="Similar to Escherichia coli 
hypothetical protein YciR 
SWALL:YCIR-ECOLI ( SWALL : P7733 4 ) 
(661 aa) fasta scores: E(): 
3.9e-156, 60.61 38d in 650 aa, and 
to Salmonella typhi hypothetical 
protein STY1349 SWALL:Q8Z7D0 
(EMBL:AL627270) (660 aa) fasta 
scores: E(): 1 . 3e-152 , 6 0 . 2 4 38d in 
654 aa" 

/ codon-start=l 
/transl-table=ll 
/product="putative signalling 
protein" 

/protein-id="CAL1019 7.1" 

/db-xref="GI : 122087416" 

/db-xref="GOA:AUHW4" 

/db-xref="InterPro: IPR000014" 

/db-xref="InterPro: IPR000160" 

/db-xref="InterPro: IPR001633" 

/db-xref="InterPro: IPR013767" 

/db-xref="UniProtKB/TrEMBL:AUHW4" 

/ translation="MFQDQDTSILNTYFGTHRPF 

WRLAFDSQALELSAIKEIANIAIP 

LNSVQTMKIRSLTGITASLDIEIEIYGHPLHLHL 

VGRKINDKEWGGTASAYADTESVA 

RDLVMGLSFAEQWSEANSVIVILDKDGCVQRFN 

HLSEEYTGKKEQDVIGKNVYDLFM 

TAKEGASSRKNIEGFFQRGASYEAERWVNTVKGK 



RLFLFRNKFVHSGSGKNERYLICS 

GTDITKERRAQERLRILANTDMITGLPNRHAIHE 

RINSAIQTRGDSSVGI I YLDLDNF 

KKVNDHYGHMFGDRLLKDVSLAILSCLGDNEMLA 

RLGGDEFIVLVENATLDLLEITTQ 

RILNRMKLPFRIGLIEVYTGCSIGIALCPEHGDT 

LENI IRSADTAMYTAKEHGKQTYS 

IFSQQMNKKVSEYVWLDTNLRKAIEQHQLQIFYQ 

PKISTKTGKVLGVEALVRWLSPER 

GLIAPQEFISYAEESGLIRPLGKWVLQTSMQQAV 

DWKKRGINLRI AVNVSARQL I DEA 

IVTSFIESLEACELESSLVDVELTESCLIDNEDA 

AINIMKQLRHLGAQVHLDDFGTGY 

SSLSQLARIPIDAIKLDQSFVRHIDTNPISQSLV 

RAI IWAEALKMQVIAEGVETKEE 

EEFLDSIGVDEKQGFLYAKPMPADKLEHWLVTQH 

PHLLLD" 

misc-f eature complement ( 64586 .. 65323 /locus-tag="YE0053" 
) 

/inf erence=" protein 
motif :PFAM:PF00563" 

/note="Pfam match to entry PF00563 
EAL, EAL domain, score 401.0, 
E-value 7.4e-118" 
misc-feature complement ( 65363 .. 65839 /locus-tag="YE0053" 
) 

/ inf erence="protein 
motif :PFAM:PF0 099 0" 
/note="Pfam match to entry PF00990 
GGDEF, GGDEF domain , score 195.5, 
E-value 5.2e-56" 
misc-feature complement ( 66056 .. 66205 /locus-tag="YE0053" 
) 

/inf erence= "protein 
motif :PFAM:PF009 89" 

/note="Pfam match to entry PF00989 
PAS, PAS domain, score 22.5, 
E-value 8.3e-06" 
gene complement ( 67055 .. 67885 /locus-tag="YE0055" 

) 

CDS complement (67055. .67885 /locus-tag="YE0055" 

) 

/inf erence="similar to 
sequence: INSDC:AE0 0 756 9" 
/inf erence="similar to 
sequence: INSDC : AE0 1 0 8 79 " 
/note="Similar to Methanosarcina 
acetivorans met allo-bet a- lactamase 
superfamily protein MA1962 
SWALL:AAM05365 (EMBL : AE0 1 0 8 79 ) 
(280 aa) fasta scores: E(): 3e-44, 
44.84 38d in 281 aa, and to 
Clostridium acetobutylicum 
metal-dependent hydrolase of the 
beta-lactamase superfamily II 
CAC0535 SWALL:Q97LM2 
(EMBL:AE007569) (268 aa) fasta 
scores: E(): 2 . 8e-41 , 41 . 66 38d in 
276 aa" 

/ codon-start=l 
/transl-table=ll 

/product=" met allo-bet a- lactamase 



superfamily protein" 
/protein-id="CAL10198 . 1" 
/db-xref="GI : 122087417" 
/db-xref="GOA:AUHW5" 
/db-xref="InterPro: IPR001279" 
/db-xref="UniProtKB/TrEMBL:AUHW5" 
/ translation="MQLTVLVDNNTLIDKYLTAE 
PGVCYHLKIDGKTYLFDTGYSDVF 
LRNAAILGIDI SDIDSVI ISHGHNDHSWGLIHLA 
QYLDRTNYP SVKK I KL VAHPNAF V 
PKYHEDKSIGANLPADSYPSFFERINQTGVYYLT 
DNLLFLGEIVRSNDFEGLHPIGKT 
INCCGHEVDDFVIDDSAIVYTSPEGIVIITGCSH 
SGICNIIDYAIKVTGDKRIRAVIG 
GFHLLNAETSTLTRTSDYFKQLNAQALYPCHCTD 
LKAKIALAGAVDIEEVGVGMVLNF " 
misc-feature complement ( 67139 .. 67837 /locus-tag="YE0055" 
) 

/ inf erence="protein 
motif :PFAM:PF00753" 

/note="Pfam match to entry PF00753 
lactamase-B, Met allo-bet a- lactamase 
superfamily, score 11.7, E-value 
0.00023" 

misc-feature complement ( 67406 .. 67429 /locus-tag="YE0055" 
) 

/inf erence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
gene complement ( 68287 .. 69150 /locus-tag="YE0057" 

) 

CDS complement (68287. .69150 /locus-tag="YE0057" 

) 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10199 .1" 
/db-xref="GI : 122087418" 
/db-xref="InterPro: IPR005229" 
/db-xref="InterPro: IPR013527" 
/db-xref="InterPro: IPR013551" 
/db-xref="UniProtKB/TrEMBL:AUHW6" 
/ translation="MIRSMTAYARRDIKGEWGSA 
AWELRSVNQRYLETYIRLPEQFRS 
LEPVIRERIRGRLTRGKIECNLRFELDANAQSSL 
I LNEKLAKQLVE AGNWVKMQ S DEG 
EINPVDILRWPGVMAAEEQDLDAISTELMQALDI 
VLDDFIISRETEGAALKALIEQRL 
DGVSAEIVKVRAHMPNILQWQRERLLNKLEEAQV 
QLENTRLEQELVLMAQRVDVAEEL 
DRLEAHVKETHNILKKKEAVGRRLDFMMQEFNRE 
SNTLASKSINAEVTNSAIELKVLI 
EQMREQIQNIE " 

misc-feature complement ( 68686 .. 69147 /locus-tag="YE0057" 
) 

/inf erence=" protein 
motif :PFAM:PF03 755" 

/note="Pfam match to entry PF03755 
YicC-N-term, YicC-like family, 
N-terminal region, score 272.9, 



gene 
CDS 



69277. .69993 
69277. .69993 



misc-feature 69304.. 69705 



misc-feature 69622.. 69660 



misc-feature 69745.. 69948 



gene 
CDS 



70145. .70786 
70145. .70786 



E-value 2.8e-79" 

/gene="rph" 

/locus-tag="YE0 058" 

/gene="rph" 

/locus-tag="YE0 058" 

/codon-start=l 

/transl-table=ll 

/product="ribonuclease PH" 

/protein-id="CAL10200 . 1" 

/db-xref="GI : 122087419" 

/db-xref="GOA:AUHW7" 

/db-xref="InterPro: IPR001247" 

/db-xref="InterPro: IPR002381" 

/db-xref="InterPro: IPR015847" 

/db-xref="UniProtKB/Swiss-Prot :A1J 

HW7" 

/translation=" MRP ADRAAQQVRP L T L TRN Y 

TKHAEGSVLVE FGDTKVLCTATVE 

EGVPRFLKGQGQGWITAEYGMLPRSTHSRNAREA 

AKGKQGGRTLEIQRLIARSLRAAV 

DLKKLGEFTITLDCDVLQADGGTRTASISGACVA 

LADALNKLVASGKLKANPMKGLVA 

AVSVGIVKGEALCDLEYVEDSAAETDMNWMMED 

GRMIEVQGTAEGEPFSHEELLTLL 

ALARGG I E T I F QAQKAAL E Q " 

/gene="rph" 

/locus-tag="YE0 058" 

/ infer ence= "protein 

motif :PFAM:PF0113 8" 

/note="Pfam match to entry PF01138 

RNase-PH, 3' exoribonuclease 

family, domain 1, score 196.1, 

E-value 3.5e-56" 

/ gene="rph" 

/locus-tag="YE0 058" 

/ infer ence= "protein 

motif :Prosite:PS01277" 

/note="PS01277 Ribonuclease PH 

signature . " 

/gene="rph" 

/locus-tag="YE0 058" 

/ infer ence= "protein 

motif :PFAM:PF03 72 5" 

/note="Pfam match to entry PF03725 

RNase-PH-C, 3' exoribonuclease 

family, domain 2, score 73.9, 

E-value 2.2e-19" 

/gene="pyrE" 

/locus-tag="YE0 059" 

/gene="pyrE" 

/locus-tag="YE0 059" 

/codon-start=l 

/transl-table=ll 

/product="orotate 

phosphoribosyltransf erase" 

/protein-id="CAL10201 . 1" 

/db-xref="GI : 122087420" 

/db-xref="GOA:AUHW8" 

/db-xref="InterPro: IPR000836" 

/db-xref="InterPro: IPR002375" 

/db-xref="InterPro: IPR004467" 

/db-xref="UniProtKB/Swiss-Prot :A1J 



HW8 " 

/translation=" MKAYQREF I EFALNKQVLKF 
GEFTLKSGRISPYFFNAGLFNTGL 
ELAKLGRFYAAALMDCGVEFDLLFGPAYKGIPIA 
TTTAVALAEHHNRDLPYCFNRKEA 
KDHGEGGSLVGSPLEGRVMLVDDVITAGTAIRES 
MEIINAQGATLAGVMISLDRQERG 
RGEISAIQEVERDYHCKVIAIVTLNDVISYLEEK 
PEMADHLAAVRHYREQYGV" 
misc-feature 70238.. 70699 /gene="pyrE" 

/locus-tag="YE0 059" 
/inf erence=" protein 
motif :PFAM:PF00156" 

/note="Pfam match to entry PF00156 
Pribosyltran, Phosphoribosyl 
transferase domain, score 103.2, 
E-value 3.2e-28" 
misc-feature 70502.. 70540 /gene="pyrE" 

/locus-tag="YE0 059" 
/inf erence=" protein 
motif :Prosite:PS0 0103" 
/note="PS0 0 103 Pur ine/pyrimidine 
phosphoribosyl transferases 
signature . " 

gene complement ( 70864 .. 71460 /gene="ttk" 

) 

/locus-tag="YE0 06 0" 
CDS complement (70864. .71460 /gene="ttk" 

) 

/locus-tag="YE0060" 

/codon-start=l 

/transl-table=ll 

/product="TetR-f amily regulatory 
protein" 

/protein-id="CAL10202 .1" 
/db-xref="GI : 122087421" 
/db-xref="GOA:AUHW9" 
/db-xref="InterPro: IPR0 016 47" 
/db-xref="InterPro: IPR012287" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HW9" 

/ translation="MAEKENTKRNRREEILQALA 

QMLESSDGSQRITTAKLAANVGVS 

EAALYRHFPSKTRMFDSLIEFIEDSLMSRINLIL 

QDEKETFNRLRLILLLVLGFAERN 

PGLTRIMTGHALMFEQDRLQGRINQLFERIEVQL 

RQVLREKKLRDGQGFIHDEALLAT 

QLLAFCEGMLSRFVRSEFRYRPTQEFDARWPLIV 

AQLQ" 

misc-feature complement ( 71275 .. 71418 /gene="ttk" 
) 

/locus-tag="YE0060" 
/inf erence=" protein 
motif :PFAM:PF0 0 440" 

/note="Pfam match to entry PF00440 
tetR, Bacterial regulatory 
proteins, tetR family, score 41.0, 
E-value 1.7e-09" 
misc-feature complement ( 71287 .. 71379 /gene="ttk" 
) 

/locus-tag="YE0060" 
/ inf erence="protein 



motif :Prosite:PS01081" 
/note="PS01081 Bacterial 
regulatory proteins, tetR family 
signature . " 

misc-feature complement ( 71302 .. 71367 /gene="ttk" 
) 

/locus-tag="YE0 06 0" 
/not e=" Predicted helix- turn-helix 
motif with score 1905.000, SD 5.68 
at aa 32-53, sequence 
ITTAKLAANVGVSEAALYRHFP" 
gene complement ( 71581 .. 72036 /gene="dut" 

) 

/locus-tag="YE0 061" 
/note="synonyms : dnaS, sof" 
CDS complement ( 71581 .. 72036 /gene="dut" 

) 

/locus-tag="YE0 061" 

/codon-start=l 

/transl-table=ll 

/product="deoxyuridine 

5 ' -triphosphate 

nucleotidohydrolase" 

/protein-id="CAL10203 .1" 

/db-xref="GI : 122 0 8 7422" 

/db-xref="GOA:AUHX0" 

/db-xref="InterPro: IPR008180" 

/db-xref="InterPro: IPR008181" 

/db-xref="UniProtKB/Swiss-Prot :A1J 

HX0" 

/ trans lation="MKKIDIKILDPRVGNEFP LP 
TYATEGSAGLDLRACLSEAVDLLP 
GQTTLLPTGLAIHIGDSSLAAVILPRSGLGHKHG 
WLGNLVGLIDSDYQGQLMVSVWN 
RGQQPFTIEPGERIAQMVFVPVIQAEFNLVEDFD 
LSERGTGGFGHSGRQ" 
misc-feature complement ( 71590 .. 71994 /gene="dut" 
) 

/locus-tag="YE0 061" 
/ inf erence="protein 
motif :PFAM:PF00692" 

/note="Pfam match to entry PF00692 
dUTPase, dUTPase , score 180.9, 
E-value 1.3e-51" 
gene complement ( 72017 .. 73204 /gene="dfp" 

) 

/locus-tag="YE0 062" 
CDS complement ( 72017 .. 73204 /gene="dfp" 

) 

/locus-tag="YE0 062" 
/codon-start=l 
/transl-table=ll 
/product="DNA/pantothenate 
metabolism f lavoprotein" 
/protein-id="CAL102 0 4. 1" 
/db-xref="GI : 122087423" 
/db-xref="GOA:AUHXl" 
/db-xref="InterPro: IPR003382" 
/db-xref="InterPro: IPR005252" 
/db-xref="InterPro: IPR007085" 
/db-xref="UniProtKB/TrEMBL:AlJHXl" 
/ translation="MLGISGGIAAYKSPELVRRL 



misc-f eature complement ( 72407 . . 7243' 



RDRGAE VRWMT H AAKAF I T P L T L 

QAVSGYPVSDDLLDPAAEAAMGHIELGKWADLVI 

MAP AT ADL L AR VAT GMAN D L L T T V 

C L AT AAP I AAVP AMNQQMYRAAAT Q AN L Q T L A S R 

GMLLWGPDSGSQACGDVGPGRMLD 

PLDIVALAHDHFSVKQDLQHLSVMITAGPTREAL 

DPVRF I SNQS SGKMGFAI AQAAAA 

RG AKVT L VAGP VML P T P AG VN R I D W S AL E MQ Q T 

VQNLAAQQN IFIS C AAVAD YRAEQ 

VSDEKIKKQGDEITLKLVKNPDIVAGVASMTKKR 

PFWGFAAETQNVEEYARQKLARK 

NLDLICANDVSLAEHGFNSDTNALHLFWPTGEKR 

LPLSDKHLLSQHLIDEIVSRYDEK NRH" 

/gene="df p" 



misc-f eature 



73442. .74110 



73442. .74110 



misc-feature 73733.. 74107 



misc-feature 73952.. 73969 



/locus-tag="YE0062" 
/ inf erence="protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
complement ( 72860 . . 73201 /gene="dfp" 



/locus-tag="YE0 062" 
/inf erence= "protein 
motif :PFAM:PF02441" 

/note="Pfam match to entry PF02441 

Flavoprotein, Flavoprotein, score 

147.6, E-value 1.5e-41" 

/gene="radC" 

/locus-tag="YE0063" 

/gene="radC " 

/locus-tag="YE0063" 

/codon-start=l 

/transl-table=ll 

/product="putative DNA repair 

protein" 

/protein-id="CAL102 05. 1" 
/db-xref="GI: 122087424" 
/db-xref="GOA:AUHX2" 
/db-xref="InterPro: IPR0 01405" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HX2" 

/ translation="MEEWYGQVAPREKLLKYGAA 

VLTDAELLAIFLRTGIPGMHVMQM 

AEYLIEEFGSLYGLISADYQALCAQKGIGVSKYS 

QIQAIAELAGRCFSSHLMQESVLQ 

NPEITQKFLQNILSHREREIFLVMFLDNQHRVIR 

HEEMFTGT I S S VE I HPRE I VREAL 

KVNAAAL I L AHNHP S GKAE P S Q ADRLMT T Q V I KA 

CSLLDIRVLDHLWGRGECVSFAE RGWL" 

/gene="radC" 

/locus-tag="YE0 063" 

/ inf erence="protein 

motif :PFAM:PF0 40 02" 

/note="Pfam match to entry PF04002 

RadC, RadC, DNA repair protein, 

score 263.4, E-value 2e-76" 

/gene="radC" 

/locus-tag="YE0 063" 

/inf erence= "protein 

motif :Prosite:PS013 02" 



gene 
CDS 



74374. .74610 
74374. .74610 



misc-feature 74380.. 74562 



gene 
CDS 



74622 . . 74789 
74622. .74789 



misc-feature 74637.. 74780 



misc-feature 74682.. 74741 



gene 74876.-75685 
CDS 74876.-75685 



/note="PS01302 DNA repair protein 

radC family signature." 

/gene="rpmB " 

/locus-tag="YE0 06 4" 

/gene="rpmB " 

/locus-tag="YE0 06 4" 

/codon-start=l 

/transl-table=ll 

/product="50S ribosomal protein 
L2 8" 

/protein-id="CAL10206 .1" 
/db-xref="GI: 122 0 8 7425" 
/db-xref="GOA:AUHR2" 
/db-xref="InterPro: IPR001383" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR2 " 

/ translation="MSRVCQVTGKRPVSGNNRSH 

AMNATKRRFLPNLHSHRFWVEGEK 

RFVTLRVS AKGMRVI DKKG I E T VL AE I RARGE KY 

/gene="rpmB " 
/locus-tag="YE0 06 4" 
/ infer ence= "protein 
motif :PFAM:PF00830" 

/note="Pfam match to entry PF00830 

Ribosomal-L28, Ribosomal L28 

family, score 133.2, E-value 

3.1e-37" 

/gene="rpmG " 

/locus-tag="YE0 065" 

/gene="rpmG " 

/locus-tag="YE0065" 

/codon-start=l 

/transl-table=ll 

/product="50S ribosomal protein 

L33" 

/protein-id="CAL102 0 7. 1" 
/db-xref="GI : 122 0 8 7426" 
/db-xref="GOA:AUHR4" 
/db-xref="InterPro: IPR0 01705" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR4" 

/ translation="MAKGVREKIKLVSSAGTGHF 

YTTTKNKRTKPEKLELKKFDPWR 

QHVI YKEAK IK" 

/gene="rpmG " 

/locus-tag="YE0 065" 

/ inf erence="protein 

motif :PFAM:PF0 0471" 

/note="Pfam match to entry PF00471 
Ribosomal-L33 , Ribosomal protein 
L33, score 94.5, E-value 1.3e-25" 
/ gene="rpmG " 
/locus-tag="YE0 065" 
/inf erence=" protein 
motif :Prosite:PS0 0582" 
/note="PS00582 Ribosomal protein 
L33 signature." 
/gene="mutM" 
/locus-tag="YE0 066" 
/note="synonym: fpg" 
/gene="mutM" 



/locus-tag="YE0066" 

/codon-start=l 

/transl-table=ll 

/product="f ormamidopyrimidine-DNA 
glycosylase" 

/protein-id="CAL10208 . 1" 
/db-xref="GI : 122087427" 
/db-xref="GOA:AUHR7" 
/db-xref="InterPro: IPR000191" 
/db-xref="InterPro: IPR000214" 
/db-xref="InterPro: IPR010663" 
/db-xref="InterPro: IPR012319" 
/db-xref="InterPro:IPR0158 86" 
/db-xref="InterPro: IPR015887" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR7" 

/ translation="MPELPEVETSRRGIEPYLVG 

QT I L YAWRNARLRWP VS DEI LAL 

SDQPVLSVQRRAKYLLIELKTGWI IVHLGMSGSL 

RILPEETEAEKHDHVDLVISNGKI 

LRYTDPRRFGAWLWAKDLETSNVLAHLGPEPLSD 

EFTAEYLFEKSRNKRTWKQWLMD 

NKVWGVGNIYASESLFTAGILPERAAGSLTETE 

ITQLVATIKAVLLHSIEQGGTTLR 

DFLQSDGKPGYFAQELQVYGRAGELCRRCGNVIE 

IAKHGQRSTFFCRHCQH" 

misc-feature 74876.. 75679 /gene="mutM" 

/locus-tag="YE0066" 

/ infer ence= "protein 

motif :PFAM:PF01149" 

/note="Pfam match to entry PF01149 

Fapy-DNA-glyco, Formamidopyrimidine 

-DNA glycosylase, score 483.1, 

E-value 1.4e-142" 

gene complement ( 75792 .. 76271 /gene="coaD" 

) 

/locus-tag="YE0067" 
/note="synonym: kdtB" 
CDS complement ( 75792 .. 76271 /gene="coaD" 

) 

/locus-tag="YE0 06 7" 
/codon-start=l 
/transl-table=ll 
/product="phosphopantetheine 
adenylyltransf erase" 
/protein-id="CAL10209 .1" 
/db-xref="GI : 122087428" 
/db-xref="GOA:AUHR9" 
/db-xref="InterPro: IPR001980" 
/db-xref="InterPro: IPRO 0 482 0" 
/db-xref="InterPro: IPR004821" 
/db-xref="InterPro: IPR014729" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR9 " 

/ translation="MITKAIYPGTFDPITNGHLD 
LVTRASEMFSHVILAIADSSSKKP 
MFTLAERVILAKQVTAPLKNVEVLGFSELMAEFA 
KKHNANILVRGLRSVSDFEYEWQL 
ANMNRHLMPKLESVFLMPSEKWSFISSSLVKEVA 
RHGGDITPFLPAPVTKALMTKLA" 
misc-feature complement ( 75870 .. 76268 /gene="coaD" 
) 



/locus-tag="YE0 06 7" 
/ inf erence="protein 
motif :PFAM:PF0146 7" 

/note="Pfam match to entry PF01467 
CTP-transf-2, Cytidylyltransf erase, 
score 151.3, E-value l.le-42" 
gene complement ( 76268 .. 77050 /gene="kdtX" 

) 

/locus-tag="YE0068" 
/note="synonym: waaE" 
CDS complement (76268. .77050 /gene="kdtX" 

) 

/locus-tag="YE0 06 8" 
/ codon-start=l 
/transl-table=ll 

/product="lipopoly saccharide core 
biosynthesis glycosyl transferase" 
/protein-id="CAL10210 . 1" 
/db-xref="GI : 122087429" 
/db-xref="GOA:AUHS0" 
/db-xref="InterPro: IPR001173" 
/db-xref="UniProtKB/TrEMBL:AUHS0" 
/ translation="MSAKKRLSWMIVKNEASLL 
ADCLAS VTWADE IWL DSGSEDET 
VALAEQYGAKVYSNTEWPGYGKQRQLAQQYATGD 
YILMLDADE R Y T P E L K S A I E T V L L 
AP E E GAVY S C ARRN L F L GRFMRH S GWYP DRVT RL 
YPREQYRYNDDLVHE S LD S GSAKV 
ILLAGDLLHLTCRDFFAFQRKQLNYAQAWANQRH 
QQGKSCRYFAI ISHTLGAFCKTWL 
LRAGFLDGKQGLLLAWNAQYTFNKYAALWALSH 
QYQKSENS" 

sig-peptide complement ( 76961 .. 77050 /gene="kdtX" 

) 

/locus-tag="YE0 06 8" 
/note="Signal peptide predicted 
for YE0068 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.844) 
with cleavage site probability 
0.843 between residues 30 and 31" 
misc-feature complement ( 76565 .. 77029 /gene="kdtX" 
) 

/locus-tag="YE0 06 8" 
/inf erence=" protein 
motif :PFAM:PF0 0535" 

/note="Pfam match to entry PF00535 
Glycos-transf-2 , Glycosyl 
transferase, score 88.5, E-value 
8.8e-24" 

gene complement ( 77051 .. 78328 /gene="kdtA" 

) 

/locus-tag="YE0069" 
/note="synonym: waaA" 
CDS complement (77051. .78328 /gene="kdtA" 

) 

/locus-tag="YE0069" 

/codon-start=l 

/transl-table=ll 

/product="3-deoxy-D-manno-octuloso 
nic-acid transferase" 
/protein-id="CAL10211 . 1" 
/db-xref="GI : 122087430" 



/db-xref="G0A:AUHX3" 
/db-xref="InterPro: IPR001296" 
/db-xref="InterPro: IPR007507" 
/db-xref="UniProtKB/TrEMBL:AUHX3" 
/translation^' MLLRLYQVLLYLIQPLIWLR 
LLLRSRKAPAYRKRWGERYGFCAG 
KWAGGIMLHSVSVGETLAAIPLVRALRHRYPSL 
PITVTTMTPTGSERVQSAFGKDVH 
HVYLPYDLPGSVNRFLDQVNPKLVI IMETELWPN 
L I N AL HRRK I P L V I AN ARL S AR S A 
AGYKKIGSFIRNMLQRITLIAAQNQEDGDRFIEL 
GLRRSQLTVTGSLKFDISVTPELA 
ARAVTLRRQWAPHRPVWIATSTHDGEETILLEAH 
RQLLQQFPTLL L I LVPRHPERFPK 
AIELTQKAGLSYTLRSKGEVPSSSTQWIGDTMG 
ELMLLYGIADLAFVGGSLVERGGH 
NPLEAAAHAIPVLMGPHTFNFKDICAKLEQAEGL 
ITVTDTLSLVKEITQLLTDEDCRL 
YYGRHAVDVLHENQGALQRLLHLLEPYLPQRSH" 
misc-f eature complement ( 77126 .. 77638 /gene="kdtA" 
) 

/locus-tag="YE0069" 
/inf erence=" protein 
motif :PFAM:PF00534" 

/note="Pfam match to entry PF00534 
Glycos-transf-1, Glycosyl 
transferases group 1, score 20.0, 
E-value 1.6e-06" 
gene complement ( 78869 .. 79834 /gene="rfaC" 

) 

/locus-tag="YE00 70" 
/note="synonyms : rfa-2, waaC" 
CDS complement (78869. .79834 /gene="rfaC" 

) 

/locus-tag="YE0070" 

/codon-start=l 

/transl-table=ll 

/product="lipopoly saccharide 

heptosyltransf erase-1 " 

/protein-id="CAL10212 .1" 

/db-xref="GI : 122 0 8 7431" 

/db-xref="GOA:AUHX4" 

/db-xref="InterPro: IPR002201" 

/db-xref="InterPro: IPR011908" 

/db-xref="UniProtKB/TrEMBL:AUHX4" 

/ translation="MHVLIVKTSSMGDVLHTLPA 

LTDAMNAIPGIRFDWWEEGFSQI 

PGWHPAVDKVI PVAI RRWRKNWFGS DTRQERC DF 

KRWQQRS YDVVI DAQGL I KS AAL 

ITRIAKGVRHGPDCKSAREPFASWFYNCRHEIDT 

KQHAVERIRQLFAKSLGYDKPESV 

GDYAIAQRFLNELPNDTGQYLVFLHATTRDSKHW 

PESHWRKLIELVAPTGLKIKLPWG 

AEHEYQRALRLAEHFPHVEVLPKLSLQQVAEVLA 

GAKAWSVDTGLSHLTAALDRPNI 

TLFGPTDPGLIGGYGKNQIAVISEQKSMDTITAE 

TIMARLETLIS " 

misc-f eature complement ( 78884 .. 79612 /gene="rfaC" 
) 

/locus-tag="YE0 0 70" 
/inf erence= "protein 
motif :PFAM:PF010 75" 



/note="Pfam match to entry PF01075 
Glyco-transf-9, Glycosyltransf erase 
family 9 (heptosyltransf erase) , 
score 316.4, E-value 2.1e-92" 
gene complement ( 79834 .. 80898 /gene="rfaF" 

) 

/locus-tag="YE0 0 71" 
/note="synonym: waaF" 
CDS complement ( 79834 .. 80898 /gene="rfaF" 

) 

/locus-tag="YE0 0 71" 
/codon-start=l 
/transl-table=ll 
/product="ADP-heptose — LPS 
heptosyltransf erase II" 
/protein-id="CAL10213 .1" 
/db-xref="GI: 122087432" 
/db-xref="GOA:AUHX5" 
/db-xref="InterPro: IPR002201" 
/db-xref="InterPro: IPR011910" 
/db-xref="UniProtKB/TrEMBL:AUHX5" 
/translation="MKILVIGPSWVGDMMMSQSL 
YRTLKAEYPAADIDVMAPAWCRPL 
LARMPEVRHAVPMPLGHGVFAFEERRRLGLALRE 
TGYDRAYVLPNSFKSALIPYFSGI 
I ,FT n F tEIIP YFLLllE'lIRILDI 2AFPMMVQRYV 
ALAYDKERIHSADDL P Q P L L W P Q L 
QVQDEEIAEITASFNLTNNRPIIGFCPGAEFGPA 
KRWPH YH YAAL AQKL I DTGYQVI L 
LGSAKDNEAGEEIRQALDESAREYCLNLAGQTSL 
DQAWMIAACNAWSNDSGLMHVA 
AALNKPLVALYGPSSPDFTPPLSDKATVIRLITG 
YHKVRKGDSAQGYHQSLIDIQPEQ 
VMAALEKQLSAQTSSVKEGD" 
misc-feature complement ( 79927 .. 80694 /gene="rfaF" 
) 

/locus-tag="YE0071" 
/ inf erence="protein 
motif :PFAM:PF01075" 

/note="Pfam match to entry PF01075 
Glyco-transf-9 , Glycosyltransf erase 
family 9 (heptosyltransf erase) , 
score 372.2, E-value 3.5e-109" 
gene complement ( 80929 .. 81861 /gene="rfaD" 

) 

/locus-tag="YE0 0 72" 
/note="synonym: htrM" 
CDS complement (80929. .81861 /gene="rfaD" 

) 

/locus-tag="YE0 0 72" 

/codon-start=l 

/transl-table=ll 

/product="ADP-L-glycero-D-manno-he 
ptose-6-epimerase" 
/protein-id="CAL10214. 1" 
/db-xref="GI : 122087433" 
/db-xref="GOA:AUHX6" 
/db-xref="InterPro: IPR001509" 
/db-xref="InterPro: IPR011912" 
/db-xref="InterPro: IPR016040" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HX6 " 



/ translation="MI IVTGGAGFIGSNIVKALN 

NIGYKDILWDNLKDGTKFVNLVD 

LDIADYMDKEDFVASIVAGDDMGDIDAIFHEGAC 

SSTTEWDGKYMMDNNYQYSKDILH 

FCLDRGIPFLYASSAATYGGRTDNFIEDRQYEQP 

LNVYGY S KF LF DQ Y VRE I L P Q AD S 

QICGFRYFNVYGPREGHKGSMASVAFHLNNQINA 

GENPKLFSGSENFKRDFIYVGDVA 

DVNLWFWQNGVSGIFNCGTGRAESFQAVADAVVD 

FHQSGPVEYIEFPEKLKGRYQAYT 

QADLTNLRAAGYDKPFKTVAEGVKEYLTWLNRSV 

misc-f eature complement ( 80932 .. 81858 /gene="rfaD" 
) 

/locus-tag="YE0 0 72" 
/ inf erence="protein 
motif :PFAM:PF013 70" 

/note="Pfam match to entry PF01370 
Epimerase, NAD dependent 
epimerase/dehydratase family, 
score -1.0,E-value 2.2e-13" 

gene 82105.. 83316 /gene="kbl" 

/locus-tag="YE0 0 73" 

CDS 82105.. 83316 /gene="kbl" 

/locus-tag="YE0 0 73" 

/codon-start=l 

/transl-table=ll 

/product="2-amino-3-ketobutyrate 
coenzyme A ligase" 
/protein-id="CAL10215. 1" 
/db-xref="GI: 122087434" 
/db-xref="GOA:AUHX7" 
/db-xref="InterPro: IPR001917" 
/db-xref="InterPro: IPR00 4839" 
/db-xref="InterPro: IPR0112 82" 
/db-xref="InterPro: IPR015421" 
/db-xref="UniProtKB/TrEMBL:AUHX7" 
/ translation="MSLPFDRNAFYQQLEQQLKT 
TRAEGLYKNERI ITSAQQADIAVA 
DGRHVINFCANNYLGLANHPRLIAAAKKGMDTHG 
FGMASVRFICGTQDTHKELEQKLA 
SFLGMEDAILYSSCFDANGGLFETLLGPEDAI IS 
DALNHAS I I DGVRLCKAKRYRYAN 
NDMSELKAQLEQAKADGARHIMIATDGVFSMDGV 
IANLKGVCDLADEYQALVMVDDSH 
AVGFVGANGRGTHEYCEVMDRVDI ITGTLGKALG 
GASGGYTAGRKEWEWLRQRSRPY 
LFSNSLAPAIVAASIEVLSLLEDGAELRDRLWSN 
ARLFREKMSAAGFTLAGADHAI IP 
VMLGDATLAQEFANALLKEGIYVTGFFYPWPKG 
QARIRTQMSADHTPEQVERAVEAF 
IRIGKQLNVIA" 

misc-feature 82339.-83283 /gene="kbl" 

/locus-tag="YE0 0 73" 
/ inf erence="protein 
motif :PFAM:PF0 0155" 

/note="Pfam match to entry PF00155 
aminotran-1-2 , Aminotransferase 
class I and II, score 260.1, 
E-value 1.9e-75" 
misc-feature 82840.. 82869 /gene="kbl" 

/locus-tag="YE0 0 73" 



gene 
CDS 



83341. .84366 



83341. .84366 



misc-feature 83359.. 84360 



misc-feature 83524.. 83568 



gene 
CDS 



/inf erence=" protein 
motif :Prosite:PS0 0599" 
/note="PS00599 Aminotransferases 
class-II pyridoxal-phosphate 
attachment site." 
/gene="tdh" 
/locus-tag="YE0 0 74" 
/gene="tdh" 
/locus-tag="YE0 0 74" 
/ codon-start=l 
/transl-table=ll 
/product=" threonine 
3-dehydrogenase" 
/protein-id="CAL10216 .1" 
/db-xref="GI : 122087435" 
/db-xref="GOA:AUHX8" 
/db-xref="InterPro: IPR002085" 
/db-xref="InterPro: IPR002328" 
/db-xref="InterPro: IPR004627" 
/db-xref="InterPro: IPR013149" 
/db-xref="InterPro: IPR013154" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HX8 " 

/ translation="MKALAKLKAEEGIWMTNVPQ 
PELGHNDIMIKIRKTAICGTDVHI 
YNWDEWSQKT I PVPMWGHE YVGEWAI GQEVKG 
FNIGDRVSGEGHITCGHCRNCRGG 
RTHLCRNTVGVGVNRPGSFAEYLVIPAFNAFKIP 
DNISDELAAIFDPFGNAVHTALSF 
DLVGE DVLVS G AGP I G I MAAAVC KH VG ARH W I T 
DVNEYRLDLARKMGVTRAVNVNKE 
NLNDVMAELGMTEGFDVGLEMSGAPPAFRALLNS 
MNHGGRI AMLG I PP S DMS I DWNQV 
IFKGLFIKGIYGREMFETWYKMAALIQSGLDLTP 
IITHRFSIDEFQQGFDAMRSGKSG KVILNWD" 
/gene="tdh" 
/locus-tag="YE0 0 74" 
/ inf erence="protein 
motif :PFAM:PF00107" 

/note="Pfam match to entry PF00107 
adh-zinc, Zinc-binding 
dehydrogenase, score 375.2, 
E-value 4.2e-110" 
/gene="tdh" 
/locus-tag="YE0 0 74" 
/inf erence=" protein 
motif :Prosite:PS0 0 059" 
/note="PS00059 Zinc-containing 
alcohol dehydrogenases signature." 
complement (84557. .85582 /locus-tag="YE0075" 
) 

complement (84557. .85582 /locus-tag="YE0075" 
) 

/inf erence="similar to 
sequence :INSDC:AL6 27280" 
/inf erence="similar to 
sequence : UniProtKB : P3 76 9 1 " 
/note="Similar to Escherichia coli 
hypothetical protein YibQ 
SWALL:YIBQ-ECOLI ( SWALL : P3 76 9 1 ) 
(319 aa) fasta scores: E(): 4e-63, 
63.4 38d in 317 aa, and to 



Salmonella typhi putative exported 
protein STY4089 SWALL : Q8Z2F2 
(EMBL:AL627280) (320 aa) fasta 
scores: E(): 1 . 3e-64, 62 . 46 38d in 
325 aa" 

/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL10217. 1" 
/db-xref="GI : 122087436" 
/db-xref="InterPro: IPR006837" 
/db-xref="UniProtKB/TrEMBL:AUHX9" 
/ translation="MRYFNTHRLI IVSTLLIANT 
SLAGKLSIVIDDFGYRPQNENKVL 
QMPLPISVAILPNAPYAKEMAIKAHNQGREILIH 
LPMAPLSKQPLERDTLQPLMSSEE 
I QR 1 1 RQAVNN VP Y AT GMNNHMG S AMT S S L P GMQ 
KVMQVLEHYQLYFLDSVTIGNSQA 
SRAAEGTGVKVIKRKVFLDDSQNEAAIRQQFNRA 
VELARRNGSAIAIGHPHPATIKVL 
QQMLPQLPADIVLVKASALLNEPVHNITGHNNSG 
SGTVSPGKSKPRDPAKGQRLKAIK 
QCNAKASYAPEKIYADKMFI ILGESLMQSPAVTF 
VQKHWQQYFPPAVPVTPVEKSTIE KPKAENP" 
sig-peptide complement ( 85514 .. 85582 /locus-tag="YE0075" 

) 

/note="Signal peptide predicted 
for YE0075 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.995) 
with cleavage site probability 
0.979 between residues 23 and 24" 
misc-feature complement ( 84800 .. 84823 /locus-tag="YE0075" 
) 

/ infer ence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
gene complement ( 85606 .. 86760 /locus-tag="YE0076" 

) 

CDS complement ( 85606 .. 86760 /locus-tag="YE0076" 

) 

/ codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10218 . 1" 

/db-xref="GI : 122087437" 

/db-xref="GOA:AUHY0" 

/db-xref="InterPro: IPR0 02 8 86" 

/db-xref="InterPro: IPR016 0 47" 

/db-xref="UniProtKB/TrEMBL:AUHYO" 

/translation="MKTIQQDIAEKEKSVQQQKQ 

QRSALLDQLKQQENTIAQASRSLR 

ETQGTLTELDKDISSLTASIGKLQTQQSQQQNLL 

SKQLDAAFKQGQHSGLQLILSGEE 

SQRSERILAYFSYLNEARQKSIEELKQTRTDLSA 

EKKTLEQKKNQQKVLLDEQKAQQQ 

KLEEARTARKKTLTSLEVSLEKDQQGLAELKLNE 

SRLRDQIAKAEREAKARAEREAKE 

AARVREQVKAKEQQAKKTGS S YKP S E S ERS LMAR 

TGGLGRPGGQAVWPVRGNVTHRFG 



EALQGELRWKGMVISAPEGSEVKAIADGRVLLAD 
WLQGYGLWWEHGKGDMS L YGYN 
Q S AL VN VG AQ VKAGQP I AL VG TSGGQGEPSLYFE 
IRRQGQAVNPQPWLGR" 
misc-f eature complement ( 85618 .. 85866 /locus-tag="YE0076" 
) 

/inf erence=" protein 
motif :PFAM:PF0 1551" 

/note="Pfam match to entry PF01551 
Peptidase-M3 7, Peptidase family 
M23/M37, score 118.8, E-value 
6.8e-33" 

gene complement ( 86983 .. 88530 /locus-tag="YE0077" 

) 

CDS complement (86983. .88530 /locus-tag="YE0077" 

) 

/codon-start=l 
/transl-table=ll 

/product="2 , 3-bisphosphoglycerate- 
independent phosphoglycerate 
mutase" 

/protein-id="CAL10219 .1" 
/db-xref="GI: 122087438" 
/db-xref="GOA:AUHYl" 
/db-xref="InterPro: IPRO 05995" 
/db-xref="InterPro: IPR0 0612 4" 
/db-xref="InterPro: IPRO 11258" 
/db-xref="InterPro: IPRO 178 49" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HY1 " 

/ translation="MSSTKKPLVLTILDGYGHRE 
EQQDNAI LNAKTPVMDRLWQQQPH 
TLIAASGLDVGLPDGQMGNSEVGHVNLGAGRIVY 
QDLTRLDKEIKDGDFFTNPTLTAA 
VDKAVKAGKAVH IMGLL S AGGVH S HE DH I L AMVE 
LAAKRGATAIYLHAFLDGRDTPPR 
SAEPSLKRFTEKFAALGKGRIAS I IGRYYAMDRD 
NRWDRVQLAYDLLTQAKGEFTADN 
AWGLQAAYARNENDEFVKPTVIQAAGEPDAAMN 
DGDALIFMNFRADRARQITRTFVN 
ADFDGFKRDKVVNFGDFIMLTEYAADIKVACAYP 
PASLENTFGEWLMKHDKTQLRI SE 
TEKYAHVTFFYNGGVEEPFKGEDRILINSPKVAT 
YDLQPEMSSAELTEKLVGAIASGK 
YDVIICNYPNGDMVGHTGDYDAAVKAVETLDNCI 
EQWAAVQAVDGQLL I TADHGNAE 
QMRDP ATGQAH T AH T S L P VP L I Y VGNKE VKAVE G 
GKLSDIAPTMLSLMEMEIPQEMTG KPLFIVE " 
misc-feature complement ( 87058 .. 87411 /locus-tag="YE0077" 
) 

/inf erence= "protein 
motif :PFAM:PF016 76" 

/note="Pfam match to entry PF01676 
Metalloenzyme, Metalloenzyme 
superfamily, score 186.2, E-value 
3.5e-53" 

gene 88772.. 89206 /locus-tag="YE0078" 

CDS 88772.. 89206 /locus-tag="YE0078" 

/codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 



/protein-id="CAL10220 . 1" 

/db-xref="GI : 122087439" 

/db-xref="InterPro: IPR001763" 

/db-xref="UniProtKB/TrEMBL:AUHY2" 

/ translation="MLQEIMQFISQHPVLSLAWV 

ALFVAVIFTSFKTTLSKVKEITRG 

EATRLINKEDAVWDIRTRDDYRKGHIASSINLL 

PSDIKNGNLAELEKHKAQPVIWC 

ATGTTSRASAELLNKAGFERVFTLKEGISGWSGE 

NLPLARGK" 

misc-feature 88808.. 88864 /locus-tag="YE0078" 

/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted for YE0078 by 
TMHMM2.0 at aa 13-31" 

misc-feature 88895.. 89179 /locus-tag="YE0078" 

/inf erence= "protein 
motif :PFAM:PF0 0581" 

/note="Pfam match to entry PF00581 
Rhodanese, Rhodanese-like domain, 
score 76.3, E-value 4.1e-20" 

gene 89256.. 89504 /gene="grxC" 

/locus-tag="YE0 0 79" 

CDS 89256.. 89504 /gene="grxC" 

/locus-tag="YE0 0 79" 
/codon-start=l 
/transl-table=ll 
/product="glutaredoxin" 
/protein-id="CAL10221 . 1" 
/db-xref="GI: 122087440" 
/db-xref="GOA:AUHY3" 
/db-xref="InterPro: IPR002109" 
/db-xref="InterPro: IPR01176 7" 
/db-xref="InterPro: IPR011900" 
/db-xref="InterPro: IPR0 12335" 
/db-xref="InterPro: IPR0 14025" 
/db-xref="UniProtKB/TrEMBL:AUHY3" 
/ translation="MAKIEIYTKATCPFCHRAKA 
LLNSKGAAFHE I AI DNDPAKREEM 
IARSGRTTVPQVFIDGQHIGGCDDLHALDARGGL 
DPLL" 

misc-feature 89262.. 89435 /gene="grxC" 

/locus-tag="YE0 0 79" 
/ inf erence="protein 
motif :PFAM:PF00462" 

/note="Pfam match to entry PF00462 
glutaredoxin, Glutaredoxin, score 
85.5, E-value 7.3e-23" 
misc-feature 89271.. 89321 /gene="grxC" 

/locus-tag="YE0 0 79" 
/inf erence=" protein 
motif :Prosite:PS0 0195" 
/note="PS00195 Glutaredoxin active 
site . " 

gene 89596.. 90066 /gene="secB" 

/locus-tag="YE0080" 

CDS 89596.. 90066 /gene="secB" 

/locus-tag="YE0080" 
/ codon-start=l 
/transl-table=ll 

/product=" protein-export protein" 



/protein-id="CAL10222 .1" 
/db-xref="GI : 122087441" 
/db-xref="GOA:AUHY4" 
/db-xref="InterPro: IPR003708" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HY4" 

/ translation="MSEQNNTEMAFQIQRIYTKD 
ISFEAPNAPQVFQQDWQPEVKLDL 
DTASSQLAEDVYEWLRVTVTASLGEETAFLCEV 
QQGG I F S I AG I DGTQLAHC LGAYC 
PNILFPYARECITSLVSRGTFPQLNLAPVNFDAL 
FMNYLQQQAEGEGAEQRQDA" 
misc-feature 89596.. 90033 /gene="secB" 

/locus-tag="YE0080" 
/inf erence=" protein 
motif :PFAM:PF02556" 

/note="Pfam match to entry PF02556 
SecB, Preprotein translocase 
subunit SecB, score 338.5, E-value 
4.8e-99" 

gene 90066.. 91085 /gene="gpsA" 

/locus-tag="YE0081" 

CDS 90066.. 91085 /gene="gpsA" 

/locus-tag="YE0081" 
/codon-start=l 
/transl-table=ll 
/product="glycerol-3 -phosphate 
dehydrogenase" 
/protein-id="CAL10223 .1" 
/db-xref="GI: 122087442" 
/db-xref="GOA:AUHY5" 
/db-xref="InterPro: IPR006109" 
/db-xref="InterPro: IPR0 0616 8" 
/db-xref="InterPro: IPR01112 8" 
/db-xref="InterPro:IPR013328" 
/db-xref="InterPro: IPR016 0 40" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HY5" 

/ translation="MNTTHASMTVIGAGSYGTAL 

AITLARNGHQVVLWGHDPKHIQTL 

QQDRCNQAFLPDVPFPDTLLLETDLARALAASRD 

VLVWPSHVFGAVLNQLKPHLRPD 

ARIVWATKGLEAETGRLLADVAREVLGESIPLAV 

VSGPTFAKELAAGLPTAIALASTD 

VQFSEDLQQLLHCGKSFRVYSNPDFIGVQLGGAV 

KNVI AI GAGMS DG I GFGANART AL 

ITRGLAEMTRLGSALGADPSTFMGMAGLGDLVLT 

C T DNQ S RNRRF GIMLGQGL GVQEA 

QDKIGQWEGYRNTKEVLALAQRNGVEMPITEQI 

YQVLYSHKNAREAALTLLGRTKKD EKSGI " 

sig-peptide 90066.. 90128 /gene="gpsA" 

/locus-tag="YE0081" 
/note="Signal peptide predicted 
for YE0081 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.931) 
with cleavage site probability 
0.910 between residues 21 and 22" 

misc-feature 90078.. 91046 /gene="gpsA" 

/locus-tag="YE0081" 
/ inf erence="protein 
motif : PFAM: PF0 1 210" 

/note="Pfam match to entry PF01210 



misc-feature 90639.. 90704 



gene 
CDS 



91211. .92032 
91211. .92032 



misc-feature 91613.. 91666 



misc-feature 91709.. 91762 



misc-feature 91787.. 91840 



misc-feature 



91814. .91900 



NAD-Gly3P-dh, NAD-dependent 

glycerol-3-phosphate 

dehydrogenase, score 543.4, 

E-value le-160" 

/gene=" gpsA" 

/locus-tag="YE0081" 

/inf erence=" protein 

motif :Prosite:PS0 0957" 

/note="PS00957 NAD-dependent 

glycerol-3 -phosphate dehydrogenase 

signature . " 

/gene="cysE" 

/locus-tag="YE0 0 82" 

/gene="cysE" 

/locus-tag="YE0 0 82" 

/ codon-start=l 

/transl-table=ll 

/product=" serine 

acetyltransf erase" 

/protein-id="CAL1022 4. 1" 

/db-xref="GI : 122087443" 

/db-xref="GOA:AUHY6" 

/db-xref="InterPro: IPR001451" 

/db-xref="InterPro:IPR005881" 

/db-xref="InterPro: IPR010 493" 

/db-xref="UniProtKB/TrEMBL:AUHY6" 

/ translation="MSSEELELVWSSIKSEARAL 

AECEPMLASFFHATLLKHENLGSA 

LSYILANKLANPIMPAIAIREWEDAYRADAQMI 

VSAARDILAVRLRDPAVDKYSTPL 

LYLKGFHALQAYRIGHWLWAQDRKALAIYLQNQV 

SVAFGVD I HPAAT I GCGIMLDHAT 

GIVIGETAWENDVSILQSVTLGGTGKTSGDRHP 

K I RE GVM I G AG AK ILGNIEVGRGA 

K I GAG SWL Q AVP P H T T AAG VP AR IVGKPESDKP 

SLDMDQHFNGVSHGFEYGDGI " 

/gene="cysE" 

/locus-tag="YE0 0 82" 

/ inf erence="protein 

motif :PFAM:PF00132" 

/note="Pfam match to entry PF00132 
hexapep, Bacterial transferase 
hexapeptide (four repeats), score 
4. 6, E-value 12" 
/gene="cysE" 
/locus-tag="YE0 0 82" 
/inf erence=" protein 
motif :PFAM:PF0 0132" 

/note="Pfam match to entry PF00132 
hexapep, Bacterial transferase 
hexapeptide (four repeats), score 
10. 4, E-value 2.2" 
/gene="cysE" 
/locus-tag="YE0 0 82" 
/ inf erence="protein 
motif :PFAM:PF0 0132" 

/note="Pfam match to entry PF00132 
hexapep, Bacterial transferase 
hexapeptide (four repeats), score 
9. 3, E-value 3" 
/gene="cysE" 
/locus-tag="YE0 0 82" 



/inf erence=" protein 
motif :Prosite:PS00101" 
/note="PS00101 Hexapeptide-repeat 
containing- transferases 
signature . " 

misc-feature 91841.. 91894 /gene="cysE" 

/locus-tag="YE0 0 82" 
/ inf erence="protein 
motif :PFAM:PF0 0132" 

/note="Pfam match to entry PF00132 
hexapep, Bacterial transferase 
hexapeptide (four repeats), score 
11.9,E-value 1" 

gene complement ( 92213 .. 92716 /locus-tag="YE0083" 

) 

CDS complement (92213 . .92716 /locus-tag="YE0083" 

) 

/codon-start=l 
/transl-table=ll 
/product=" putative 
methyltransf erase" 
/protein-id="CAL10225. 1" 
/db-xref="GI: 122087444" 
/db-xref="GOA:AUHY7" 
/db-xref="InterPro: IPR0 0153 7" 
/db-xref="InterPro: IPRO 0 4440" 
/db-xref="InterPro: IPR016914" 
/db-xref="UniProtKB/TrEMBL:AUHY7" 
/ translation="MLNIVLFEPEIPPNTGNI IR 
LCANTGCQLHLIKPLGFTWDDKRL 
RRAGLDYHEFANIKHHHDYQAFLDSENLDGAQSA 
GTNPARLFALTTKGTPAHSAVNYQ 
VNDYLLFGPETRGLPSNVLDALPAQQKIRIPMLA 
ASRSMNLSNAVSVWYEAWRQLGY PGALLKE" 
misc-feature complement ( 92261 .. 92716 /locus-tag="YE0083" 
) 

/inference=" protein 
motif :PFAM:PF00588" 

/note="Pfam match to entry PF00588 
SpoU-methylase, SpoU rRNA 
Methylase family, score 180.0, 
E-value 2.6e-51" 
gene 92988.. 93986 /locus-tag="YE0084" 

CDS 92988.. 93986 /locus-tag="YE0084" 

/codon-start=l 
/transl-table=ll 

/product="bi functional regulatory 
protein/DNA repair protein" 
/protein-id="CAL10226 .1" 
/db-xref="GI : 122087445" 
/db-xref="GOA:AUHY8" 
/db-xref="InterPro: IPR000005" 
/db-xref="InterPro: IPR001497" 
/db-xref="InterPro: IPR004026" 
/db-xref="InterPro: IPR008332" 
/db-xref="InterPro: IPR011991" 
/db-xref="InterPro: IPR014048" 
/db-xref="InterPro: IPR016221" 
/db-xref="UniProtKB/TrEMBL:AUHY8" 
/ translation="MKTTGVYCRPSCSSRQAKVE 
NIEFYADNDAAELAGYRPCKRCRP 
TQLSQAQQHAEKISQACRLIEQAETPFTLDALAA 



misc-feature 92991.. 93122 



misc-feature 93153.. 93284 



misc-feature 93165.. 93299 



misc-feature 93198.. 93263 



misc-feature 93309.. 93446 



misc-feature 93462.. 93698 



misc-feature 93702.. 93968 



misc-feature 93855.-93875 



ELNLSTFHFHRLFKSITGLTPKAY 

ASATRSARIRQQLVEKGSVTEAIFEAGYNSNGRF 

YEQSNQLLGMTPTRYRQGGRDTAL 

RFAVGESSIGAILMAQSELGICAILLGDDPALLV 

KQLQDKFPQAELIGGDAEFEQWFA 

QWGLVEAPQLGLDLPLDIRGTAFQQRVWQALRE 

I PAG D T AS Y AD I AAK I GAP K AVR A 

VAGACAANMLAVAI PCHRVI RQDGAL SGYRWG I E 

RKKRLLEKEQQEVGTRDQPDPA" 

/locus-tag="YE0084" 

/ inf erence="protein 

motif :PFAM:PF02 8 05" 

/note="Pfam match to entry PF02805 
Ada-Zn-binding, Metal binding 
domain of Ada, score 56.3, E-value 
4.3e-14" 

/locus-tag="YE0084" 
/ inf erence="protein 
motif :Prosite:PS0 0 0 41" 
/note="PS00041 Bacterial 
regulatory proteins, araC family 
signature . " 
/locus-tag="YE0084" 
/inf erence= "protein 
motif :PFAM:PF00165" 

/note="Pfam match to entry PF00165 
HTH-AraC, Bacterial regulatory 
helix-turn-helix proteins, araC 
family, score 47.7, E-value 
1.7e-ll" 

/locus-tag="YE0084" 

/not e=" Predicted helix- turn-helix 

motif with score 1245.000, SD 3.43 

at aa 71-92, sequence 

FTLDALAAELNLSTFHFHRLFK" 

/locus-tag="YE0084" 

/ inf erence= "pr otein 

motif :PFAM:PF00165" 

/note="Pfam match to entry PF00165 
HTH-AraC, Bacterial regulatory 
helix-turn-helix proteins, araC 
family, score 15.0, E-value 0.062" 
/locus-tag="YE0084" 
/inf erence=" protein 
motif :PFAM:PF02 8 70" 

/note="Pfam match to entry PF02870 
Methyltransf-IN, 6-0- methylguanine 
DNA methyltransf erase, 
ribonuclease-like domain, score 
25.9, E-value 6.2e-05" 
/locus-tag="YE0084" 
/ inf erence="protein 
motif :PFAM:PF01035" 

/note="Pfam match to entry PF01035 
Methyltransf-1 , 6-0- methylguanine 
DNA methyltransf erase, DNA binding 
domain, score 172.2, E-value 
5.7e-49" 

/locus-tag="YE0084" 
/ inf erence="protein 
motif :Prosite:PS0 03 74" 
/note="PS00374 



gene complement ( 94056 

) 

CDS complement (94056 

) 



sig-peptide complement ( 95355 

) 



misc-feature complement ( 94071 
) 



misc-feature complement ( 9 4533 

) 



Methylated-DNA — protein-cysteine 
methyltransf erase active site." 
95432 /gene="cpxA" 

/locus-tag="YE0 0 85" 
95432 /gene="cpxA" 

/locus-tag="YE0 0 85" 
/codon-start=l 
/transl-table=ll 
/product="two component sensor 
kinase" 

/protein-id="CAL10227. 1" 
/db-xref="GI: 122087446" 
/db-xref="GOA:AUHY9" 
/db-xref="InterPro: IPR003594" 
/db-xref="InterPro: IPR003660" 
/db-xref="InterPro: IPRO 03661" 
/db-xref="InterPro:IPR0 0 4358" 
/db-xref="InterPro: IPR005467" 
/db-xref="UniProtKB/TrEMBL:AUHY9" 
/ translation="MINSLTARIFAIFWFTLALV 
LMLVLMVPKLDSRQMTTLLDSEQR 
QGTMLEQHIEAELASDPANDLMWWRRLYRAIEKW 
APPGQHLVLVTTEGRVIGAQRHEM 

IRD 

GEDNYQLYLLRPASSPQSDFINLM 
FDRPLLLLIATMLISAPLLLWLAWSLAKPARKLK 
NAADDVARGNLKQHPELESGPQEF 
LATGASFNQMISALDRMWAQQRLISDISHELRT 
PLTRLQLATALMRRRHGEGKELER 
IEMEAQRLDSMINDLLVLSRSQHKNELHREPIKA 
NELWSEVLENAQFEADQMGKTLEV 
TAPPGPWTLFGNPAALDSALENIVRNALRYSHHH 
IAVAF S S DNQG I T I TVDDDGPGVS 
PEDREQIFRPFYRT D E AR D R E S G G T G L G L A I VE T 
AVNQHRGWVRAEDSPLGGLRLIIW LPLHPLKV" 
95432 /gene="cpxA" 

/locus-tag="YE0085" 
/note="Signal peptide predicted 
for YE0085 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.757) 
with cleavage site probability 
0.304 between residues 26 and 27" 
94400 /gene="cpxA" 

/locus-tag="YE0085" 
/inf erence=" protein 
motif :PFAM:PF02518" 

/note="Pfam match to entry PF02518 
HATPase-c, Histidine kinase-, DNA 
gyrase B-, and HSP90-like ATPase, 
score 133.2, E-value 3.1e-37" 
94721 /gene="cpxA" 

/locus-tag="YE0 0 85" 
/inf erence=" protein 
motif :PFAM:PF0 0512" 

/note="Pfam match to entry PF00512 
HisKA, His Kinase A 
(phosphoacceptor ) domain, score 



65.3, E-value 8.7e-17" 
misc-f eature complement ( 94731 .. 94943 /gene="cpxA" 
) 

/locus-tag="YE0085" 
/ inf erence="protein 
motif :PFAM:PF0 06 72" 

/note="Pfam match to entry PF00672 
HAMP, HAMP domain , score 52.4, 
E-value 6.6e-13" 
misc-feature complement ( join (94872 . . /gene="cpxA" 
94940, 95352 . .95420) ) 

/locus-tag="YE0 0 85" 
/inf erence= "protein 
motif :TMHMM:2.0" 
/note="2 probable transmembrane 
helices predicted for YE0085 by 
TMHMM2.0 at aa 5-27 and 165-187" 
gene complement ( 95429 .. 96127 /gene="cpxR" 

) 

/locus-tag="YE0 0 86" 
CDS complement (95429 . .96127 /gene="cpxR" 

) 

/locus-tag="YE0 0 86" 
/codon-start=l 
/transl-table=ll 
/product="two component system 
response regulatory protein" 
/protein-id="CAL10228 . 1" 
/db-xref="GI: 122087447" 
/db-xref="GOA:AUHZ0" 
/db-xref="InterPro: IPR001789" 
/db-xref="InterPro: IPR001867" 
/db-xref="UniProtKB/TrEMBL:AUHZO" 
/ translation="MHKILLVDDDRELTSLLKEL 
LEMEGFNVWAHDGEQALNLLDSS 
IDLLLLDIMMPRKNGIETLKELRQHHQTPVIMLT 
ARGSDLDRVLGLELGADDYLAKPF 
NDRELVARIRAILRRSNWSEQQQNVDQGAPTLEV 
DCLQLNPGRQEASFEGQSLELTGT 
EFTLLYLLAQHLGQWSREHLSQEVLGKRLTPFD 
RAIDMHISNLRRKLPDRKDGLPWF 
KTLRGRGYLMVSET " 
misc-feature complement ( 95453 .. 95671 /gene="cpxR" 
) 

/locus-tag="YE0 0 86" 
/inf erence=" protein 
motif :PFAM:PF00486" 

/note="Pfam match to entry PF00486 
trans-reg-C, Transcriptional 
regulatory protein, C terminal, 
score 110.2, E-value 2.5e-30" 
misc-feature complement ( 95771 .. 96124 /gene="cpxR" 
) 

/locus-tag="YE0086" 
/ inf erence="protein 
motif :PFAM:PF0 0 0 72" 

/note="Pfam match to entry PF00072 
response-reg, Response regulator 
receiver domain, score 152.2, 
E-value 5.9e-43" 
gene 96348.. 96812 /gene="cpxP" 

/locus-tag="YE0087" 



96348. .96812 



96348.-96389 



96944. .97846 
96944. .97846 



misc-f eature 



96944. .97066 



join(96977. .97045, 
97055. .97123, 
97181. .97249, 
97292. .97360, 
97415. .97468, 
97481. .97540) 



/gene="cpxP" 

/locus-tag="YE0087" 

/codon-start=l 

/transl-table=ll 

/product="putative exported 

protein" 

/protein-id="CAL10229 .1" 

/db-xref="GI : 122087448" 

/db-xref="GOA:AUHZl" 

/db-xref="InterPro: IPR012899" 

/db-xref="UniProtKB/TrEMBL:AUHZl" 

/ translation="MASMLVIGSQAAFAADKTGA 

TDGWCHGDGAMMNKKDGRGHHNMF 

DGLNLTEQQRQQMRDLMRQSRQDQPRVDLADREA 

MHKL I TADKFDEAAVRAQAEKMSK 

DQIDRQVEMAKVRNQMFNLLTPEQKAALNQKHQQ 

RI EKMQQAP AAQP SSAQK" 

/gene="cpxP" 

/locus-tag="YE0087" 

/note="Signal peptide predicted 

for YE0087 by SignalP 2.0 HMM 

(Signal peptide probabilty 0.647) 

with cleavage site probability 

0.643 between residues 14 and 15" 

/locus-tag="YE0088" 

/locus-tag="YE0088" 

/codon-start=l 

/transl-table=ll 

/product="putative integral 

membrane protein" 

/protein-id="CAL10230 . 1" 

/db-xref="GI : 122087449" 

/db-xref="GOA:AUHZ2" 

/db-xref="InterPro: IPR002524" 

/db-xref="UniProtKB/Swiss-Prot:AU 

HZ 2 " 

/translation=" MDPQ YARL VKAAAL S AT VL A 
SILLIIKIFAWWHTGSVSLLAALV 
DSLVDLAASLTNLFWRYSLQPADEEHTFGHGKA 
ESLAALAQSMF I SGSALFLFLTGF 
QHLASPEPLQDPGLGIWVTLIALFSTLILVTFQR 
WWRKTQSQAIRADMLHYQSDVMM 
NGAI L I ALAL S WYGFHRADALFALG I GAY I L Y S A 
LRMGYEAVQALLDRALPDDERQEI 
INIVTSWPGVIGAHDLRTRQSGPTRFIQLHLEME 
DMLPLMEAHILADQVERALLHRFP 
GAD I L I HQDP T AWP KE RH AH WE L " 
/locus-tag="YE0088" 
/note="Signal peptide predicted 
for YE0088 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.831) 
with cleavage site probability 
0.693 between residues 41 and 42" 
/locus-tag="YE0088" 



/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="6 probable transmembrane 



misc-feature 96980.. 97816 



gene 
CDS 



98096. .99091 



98096. .99091 



misc-feature 98102.. 98932 



misc-feature 



misc-feature 



repeat-region 
repeat-region 



helices predicted for YE0088 by 
TMHMM2.0 at aa 12-34, 38-60, 
80-102, 117-139,158-175 and 
180-199" 

/locus-tag="YE0088" 
/inf erence=" protein 
motif :PFAM:PF015 45" 

/note="Pfam match to entry PF01545 
Cation-efflux, Cation efflux 
family, score 354.0, E-value 
le-103" 
/gene="pf kA" 
/locus-tag="YE0 0 89" 
/gene="pf kA" 
/locus-tag="YE0 0 89" 
/codon-start=l 
/transl-table=ll 

/product="6-phosphofructokinase" 
/protein-id="CAL10231 . 1" 
/db-xref="GI : 122087450" 
/db-xref="GOA:AUHZ3" 
/db-xref="InterPro: IPR0 0 0 023" 
/db-xref="InterPro: IPR012 0 03" 
/db-xref="InterPro: IPR012 82 8" 
/db-xref="InterPro: IPR015912" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HZ3 " 

/ translation="MVKKIGVLTSGGDAPGMNAA 
IRGWRAALSEGLEVYGIEDGYLG 
LYHNRMKQLDRYSVSDMINRGGTFLGSARFPEFR 
DPEIRKIALQNMKERGIDGLWIG 
GDGSYAGADLLTKEGGIHCVGLPGTIDNDVAGTD 
YTIGFFTALETWEAIDRLRDTSS 
SHQRI S I VEVMGRFCGDLTLAAAI AGGCEF I AI P 
EVEFKREDLVKEIKAGIAKGKKHA 
IVAITEKLDNIDELAKYIEKETDRETRGTVLGHI 
QRGGAP VAYDR I LAS RMGAYAVD L 
LVNKI SPPLNF S SGGFCVG I QNEKMVHEL I SVC I 
APENKKSKFKEDWYDTAKKLF" 
/gene="pf kA" 
/locus-tag="YE0 0 89" 
/ inf erence="protein 
motif :PFAM:PF0 0365" 

/note="Pfam match to entry PF00365 
PFK, Phosphof ructokinase, score 
607.0, E-value 7.1e-180" 

98627.. 98659 /gene="pfkA" 

/locus-tag="YE0089" 
/ inf erence="protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 

98828.-98884 /gene="pfkA" 

/locus-tag="YE0 0 89" 

/inf erence=" protein 

motif :Prosite:PS0 0 433" 

/note="PS0 0 433 Phosphof ructokinase 

signature . " 

complement (99130 .. 10055 /note="label : IS1660 ; IS4-like 

insertion sequence element IS1660" 
/note="Inverted repeat for 



99130. .99145 



IS4-like element IS1660" 
/ rpt-type=INVERTED 

stem-loop complement (99131 . .99162 

) 

gene complement ( 99139 .. 10047 /locus-tag="YE0090" 

3) 

CDS complement (99139 .. 10047 /locus-tag="YE0090" 

3) 

/inf erence="similar to 
sequence: INSDC:X8 189 4" 
/inf erence="similar to 
sequence : UniProtKB : P03 83 5" 
/note="Highly similar to many 
transposases from the IS element 
IS4 including: Escherichia coli 
transposase InsG for insertion 
sequence element IS4 
SWALL:INSG-ECOLI ( SWALL : P03 835 ) 
(442 aa) fasta scores: E(): 
9.8e-166, 89.54 38d in 440 aa and 
to Pantoea agglomerans insertion 
element protein SWALL : P71 16 8 
(EMBL:X81894) (440 aa) fasta 
scores: E(): 1.7e-86, 52.42 38d in 
433 aa" 

/codon-start=l 

/transl-table=ll 

/product="transposase for 

insertion sequence element IS1660" 

/protein-id="CAL10232 .1" 

/db-xref="GI: 122087451" 

/db-xref="GOA:AUHZ4" 

/db-xref="InterPro: IPR002559" 

/db-xref="UniProtKB/TrEMBL:AUHZ4" 

/ translation="MHIGQALDLVSRYDSLRNPL 

TTLGDYLDPQLISRCLAESGTVTL 

RKRRLPLEMMVWC I VGMALERKEPLHQ I VNRL D I 

MLPGDRPFVAPSAVIQARQRLGSE 

AVRRVFSQTAQLWHGSVTHPHWCGLTLLAVDGW 

WRTPDTPENDTAFPRQTYAGQPGL 

YPQVKMVCQMELTSHLLTAAAFGTMKESEYTLAE 

QLIDQTADNTLTLMDKGYYSLGLL 

NAWSQAGEHRHWMIPLKKGAQYEEIRKLGKGDHL 

VKLKTSPQARKKWPELGAEMTARL 

LTITRKGKVYHLLTSMTDTMRYPGGEMADLYGHR 

WEIELGYREIKQTMQLSRLTLRSK 

KPELVEQELWGVLLAYNLVRYQMIKMAGALKGYW 

PNQLSFSESCGMVMRMLMTLQGAS 

PGRIPELMRDMESMAQMVKLPIRRERAFPRWKE 

RPYKYGKARNKNASQLLN" 

misc-feature complement ( 99418 .. 10009 /locus-tag="YE0090" 
5) 

/inf erence=" protein 
motif :PFAM:PF016 09" 

/note="Pfam match to entry PF01609 
Transposase-11, Transposase DDE 
domain, score 160.8, E-value 
1.5e-45" 

repeat-region complement ( 100541 .. 1005 /note=" Inverted repeat for 
56) IS4-like element IS1660" 

/ rpt-type=INVERTED 
gene 100712 .. 101701 /gene="sbpl" 



100712 . .101701 



100712 . . 100768 



misc-feature 100712 .. 101698 



misc-feature 101144 .. 101170 



101902. .102093 
101902. .102093 



/locus-tag="YE0 091" 
/gene="sbpl " 
/locus-tag="YE0 091" 
/codon-start=l 
/transl-table=ll 

/product=" exported sul fate-binding 
protein" 

/protein-id="CAL10233 .1" 

/db-xref="GI : 122087452" 

/db-xref="GOA:AUHZ5" 

/db-xref="InterPro: IPR000957" 

/db-xref="InterPro: IPR005669" 

/db-xref="InterPro:IPR0 06 059" 

/db-xref="UniProtKB/TrEMBL:AUHZ5" 

/ translation="MRKWGVGLSLLLLASGAMAK 

DIQLLNVSYDPTREFYQEYNQAFS 

KHWQEQTGDKVTVRQSHGGSGKQATSVINGIEAD 

WTLALAYDVDAIAERGRIDKDWI 

KRLPDNSAPYTSTIVFLVRKGNPKQIHDWSDLVK 

PGTSVITPNPKTSGGARWNYLAAW 

AYALEHNNNDQAKAQEFVKQLYKNVEVLDSGARG 

ATNTFVERGIGDVLIAWENEALLA 

VNE VGKDQF D 1 1 TPS I S I LAEPTVSWDKWDKR 

GTREVADAYLKYLYSPEGQTIAAK 

11 Y Y F' ER' E P' A"A AI F AI E F E .LI L L T I E E F^ T 

KAQQVHFATGGVFDEISKR" 

/gene="sbpl" 

/locus-tag="YE0 091" 

/note="Signal peptide predicted 

for YE0091 by SignalP 2.0 HMM 

(Signal peptide probabilty 1.000) 

with cleavage site probability 

1.000 between residues 19 and 20" 

/ gene="sbpl " 

/locus-tag="YE0 091" 

/ infer ence= "protein 

motif :PFAM:PF01100" 

/note="Pfam match to entry PF01100 

Sulphate-bind, Prokaryotic 

sulphate- and thiosulphate-binding 

protein , score 761.1, E-value 

2.9e-226" 

/gene="sbpl" 

/locus-tag="YE0 091" 

/ inf erence="protein 

motif :Prosite:PS0 0 75 7" 

/note="PS00757 Prokaryotic 

sulf ate-binding proteins signature 

2." 

/locus-tag="YE0 092" 
/locus-tag="YE0 092" 
/inf erence="similar to 
sequence: INSDC:U59 485" 
/note="Poor database matches. 
Weakly similar to the N-terminal 
region of Agrobacterium 
tumefaciens hypothetical protein 
AttU SWALL:Q9WWC8 (EMBL : U59 48 5 ) 
(78 aa) fasta scores: E(): 9.2, 
32.55 38d in 43 aa. Doubtful CDS" 
/codon-start=l 
/transl-table=ll 



complement ( 102318 . 



misc-f eature 



/product=" hypothetical protein" 
/protein-id="CAL10234 . 1" 
/db-xref="GI : 122087453" 
/db-xref="UniProtKB/TrEMBL:AUHZ6" 
/ translation="MANYAEKI IDIHGVSSAILI 
DNPGLDSPSPSLSGLARSGSIESL 
HSNSSICEPIWHCHIKGGG" 
complement ( 102318 . . 1030 /gene="tpiA" 



/locus-tag="YE0093" 
/note="synonym: tpi" 
.1030 /gene="tpiA" 

/locus-tag="YE0 093" 

/ codon-start=l 

/transl-table=ll 

/product="triosephosphate 

isomerase" 

/protein-id="CAL10235 . 1" 
/db-xref="GI : 122087454" 
/db-xref="GOA:AUHZ7" 
/db-xref="InterPro: IPR0 0 0652" 
/db-xref="InterPro: IPR013785" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HZ'/" 

/ translation="MRHPLVMGNWKLNGSTHMVN 

ELIANLRKELSTVEGCGVAIAPPA 

I YLNQAKHE L S G S R I ALG AQN VD VN L S GAF TGET 

SAEMLKDIGAQYI I IGHSERRTYH 

KE S DE F I AKKF G VL KE VG LTPVLCIGETEAENEA 

GQ T E AVC AKQ L D AVLN T L G AKAF E 

GAVIAYEPIWAIGTGKSATPAQAQAVHKFIRDHI 

AKQDAAIAAQVI IQYGGSVNDKNA 

AELFTQPDI DGALVGGAS L KAD AF AV I VKAAAAA 

KKA" 

.1030 /gene="tpiA" 

/locus-tag="YE0 093" 
/ inf erence="protein 
motif :PFAM:PF00121" 

/note="Pfam match to entry PF00121 
TIM, Triosephosphate isomerase, 
score 523.6, E-value 9.4e-155" 
.1025 /gene="tpiA" 

/locus-tag="YE0 093" 
/inf erence=" protein 
motif :Prosite:PS0 0171" 
/note="PS00171 Triosephosphate 
isomerase active site." 
.1037 /locus-tag="YE0094" 



complement (102330 . 
82) 



misc-f eature complement ( 102561 . 
93) 



complement (103214 
98) 

complement (103214 



.1037 /locus-tag="YE0094" 

/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL10236 .1" 
/db-xref="GI : 122087455" 
/db-xref="InterPro: IPR009918" 
/db-xref="UniProtKB/TrEMBL:AUHZ8 



sig-peptide complement ( 103751 . .103 

98) 



gene 104103 .. 104537 

CDS 104103. .104537 



sig-peptide 104103 .. 104252 



misc-feature join (104160 .. 104213, 
104223 . .104291, 
104316. .104384, 
104397. .104465) 



gene complement ( 104780 .. H 

26) 



CDS complement ( 104780 .. K 

26) 



/ translation="MLTILLLIATVSRAHADPDA 

GSYQQAEETQPTAPYLLSGAPTFD 

LTLVKFRERYNHANPTLPISEFHAITVKDDAPPL 

TRAASKINENLYASTALERGTGKI 

KTIQITYLPIKGSEEKAARLVAVNYMAALMRQFE 

PTLTLEQSISNVQQLLTQGKGSPF 

F AHP VGAI RY WADNGEKG L T F AVE P I KL S L S E A 

7 /locus-tag="YE0094" 

/note="Signal peptide predicted 
for YE0094 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.988) 
with cleavage site probability 
0.985 between residues 16 and 17" 
/locus-tag="YE0 095" 
/locus-tag="YE0 095" 
/codon-start=l 
/transl-table=ll 
/product="conserved membrane 
protein" 

/protein-id="CAL1023 7. 1" 

/db-xref="GI : 122087456" 

/db-xref="GOA:AUHZ9" 

/db-xref="InterPro: IPR0 0 8523" 

/db-xref="UniProtKB/TrEMBL:AUHZ9" 

/translation="MTIQQWCFSLKGRIGRRDFW 

IWIGLWLLAMLIIFTLAGQNWLST 

QTAAFAIVFLLWPTAAVMVKRLHDRNKAGWWALL 

WLAWMLMAGNWQMLAP I WQWGVG 

RFIPTLIMVMMLIDCGAFLGTEGENRFGPEAVPV 

KFLAEKSQ" 

/locus-tag="YE0095" 
/note="Signal peptide predicted 
for YE0095 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.698) 
with cleavage site probability 
0.268 between residues 50 and 51" 
/locus-tag="YE0 095" 



/ infer ence= "protein 
motif :TMHMM: 2.0" 

/note="4 probable transmembrane 
helices predicted for YE0095 by 
TMHMM2.0 at aa 20-37, 41-63, 72-94 
and 99-121" 
/gene="fpr " 

/locus-tag="YE0 096" 
/note=" synonym: mvrA" 
/gene="fpr" 

/locus-tag="YE0 096" 

/ codon-start=l 

/transl-table=ll 

/ product=" f erredoxin — NADP 

reductase" 

/protein-id="CAL10238 . 1" 
/db-xref="GI : 122087457" 
/db-xref="GOA:AUI00" 



/db-xref="InterPro: IPR001433" 
/db-xref="InterPro: IPR008333" 
/ db-xref ="UniProtKB/TrEMBL : Al JI 0 0 " 
/ translation="MAEWVSGKITHIEHWTDTLF 
S I RVNAP I DPF TAGQFAKLAL DID 
GERVQRAYSYVNAPSDNNLEFYLVTVPEGKLSPR 
LDQLAVGGEVMVTKQAAGFFVLEE 
IPDCDTLWMLATGTAIGPYLSILQEGRDLERFKN 
L VL VH AARF AR DLSYLPLMQQLEQ 
RYNGKLRIQTWSREQSPGSLTGRVPALIENGSL 
EAAVGLKIDAEDSHVMLCGNPQMV 
RDTQQMLKEQRGMRKHLRRKPGHMT SEQYW " 
misc-f eature complement ( 104855 .. 1052 /gene="fpr" 
11) 

/locus-tag="YE0 096" 
/ inf erence="protein 
motif :PFAM:PF0 0175" 

/note="Pfam match to entry PF00175 
NAD-binding-1 , Oxidoreductase 
NAD-binding domain, score 82.4, 
E-value 6.1e-22" 
misc-f eature complement ( 105227 .. 1055 /gene="fpr" 
11) 

/locus-tag="YE0 096" 
/inf erence= "protein 
motif :PFAM:PF00970" 

/note="Pfam match to entry PF00970 
FAD-binding-6 , Oxidoreductase 
FAD-binding domain, score 25.6, 
E-value 3.3e-06" 

gene 105845 .. 107029 /gene="emrD" 

/locus-tag="YE0097" 

CDS 105845. .107029 /gene="emrD" 

/locus-tag="YE0097" 
/inf erence="similar to 
sequence: INSDC:AL6 27280" 
/inf erence="similar to 
sequence : UniPr otKB : P3 1 4 42 " 
/note="Similar to Escherichia coli 
multidrug resistance protein D 
EmrD SWALL : EMRD-ECOLI 
(SWALL:P31442) (394 aa) fasta 
scores: E(): 6.1e-104, 71.28 38d 
in 390 aa, and to Salmonella typhi 
multidrug resistance protein D 
STY3981 SWALL:Q8Z2L0 
(EMBL:AL627280) (394 aa) fasta 
scores: E(): 2.3e-106, 72.33 38d 
in 394 aa" 
/codon-start=l 
/transl-table=ll 
/product="multidrug resistance 
protein D" 

/protein-id="CAL10239 .1" 
/db-xref="GI : 122087458" 
/db-xref ="GOA:A1JI01" 
/db-xref="InterPro: IPR004812" 
/db-xref="InterPro: IPR007114" 
/db-xref="InterPro: IPR011701" 
/db-xref ="UniProtKB/TrEMBL : Al JI 0 1 " 
/ translation="MRKIENFHLLVMLILLVAVG 
QMAQT I YVPWAD I ARDL S VRS GT 



VQRVMAAYLLTYGFSQLIYGPLSDRVGRRPVILA 
GMMI FMLGALGAWLANS L S L L VAA 
SALQGMGTGVAGVMARTMPRDLYAGTALRYANSM 
LNMGILVSPLMAPVIGGVLASLFG 
WRACYAFLLFLCGGVAFCMFRWLPETRPQQTEKR 
RML AS FRL L L S DRAF SCYLVMLIG 
ALAGIAVFEASAGVLMGGVLGLSGVTVS I LF I LP 
IPAAFFGAWYAGRDGKTFHNLMWH 
SVISCLLAGLMMWIPGWFGVMNIWTLVIPAALFF 
F G AGML F P L AT T GAME PFPYLAGA 
AGALVGGLQNVGSGLATWLSAMLPQTGQFSLGLL 
MFAMAVLILLCWWPLSHRMQPQEH RV" 

sig-peptide 105845 .. 105913 /gene="emrD" 

/locus-tag="YE0 09 7" 
/note="Signal peptide predicted 
for YE0097 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.998) 
with cleavage site probability 
0.934 between residues 23 and 24" 

misc-feature 105881 .. 107017 /gene="emrD" 

/locus-tag="YE0 09 7" 
/inf erence=" protein 
motif :PFAM:PF00083" 

/note="Pfam match to entry PF00083 
sugar-tr, Sugar (and other) 
transporter, score -92.8, E-value 
0.00014" 

misc-feature join ( 105986 .. 106045, /gene="emrD" 



join(105986. .106045, 


106064. 


.106123, 


106136. 


.106195, 


106253. 


.106321, 


106334. 


.106393, 


106451. 


.106519, 


106562. 


.106630, 


106667. 


.106735, 


106745. 


.106813, 


106832. 


.106900, 


106928. 


.106996) 



/locus-tag="YE0 09 7" 
/ inf erence="protein 
motif :TMHMM: 2.0" 

/note="12 probable transmembrane 
helices predicted for YE0097 by 
TMHMM2.0 at aa 7-28, 48-67, 74-93, 
98-117,137-159, 164-183, 203-225, 
240-262, 275-297, 301-323,330-352 
and 362-384" 

complement ( 107115 .. 1081 /gene="glpX" 
25) 

/locus-tag="YE0 09 8" 
complement ( 107115 .. 1081 /gene="glpX" 
25) 

/locus-tag="YE0 09 8" 

/inf erence="similar to 

sequence : UniProtKB : P2 8 8 6 0 " 

/inf erence="similar to 

sequence : UniProtKB : P2 8 9 0 0 " 

/note="Similar to Escherichia coli 

putative fructose 

1, 6-bisphosphatase GlpX 

SWALL:GLPX-ECOLI ( SWALL : P2 8 8 6 0 ) 

(336 aa) fasta scores: E(): 



6.2e-107, 86.01 38d in 336 aa, and 
to Shigella flexneri putative 
fructose 1, 6-bisphosphatase GlpX 
SWALL:GLPX-SHIFL ( SWALL : P2 8 9 0 0 ) 
(336 aa) fasta scores: E(): 
2.2e-106, 85.71 38d in 336 aa" 
/codon-start=l 
/transl-table=ll 
/product="putative fructose 1, 
6-bisphosphatase" 
/protein-id="CAL10240 .1" 
/db-xref="GI : 122087459" 
/db-xref="GOA:AUI02" 
/db-xref="InterPro: IPR004464" 
/db-xref="UniProtKB/TrEMBL:AUI02" 
/ translation="MKRELAIEFSRVTEAAALAG 
YKWLGRGDKNAADGAAVKAMR I ML 
NQVNIDGQIVIGEGEIDEAPMLYIGENVGTGQGD 
AVDIAVDPIEGTRMTAMGQANALA 
VLAVGDKGTFLHAPDMYMEKLWGPGAKGAIDLN 
LPLELNLRNVAIKLNKPLTDLTVI 
TLAKPRHDGI I AEMQQLGVKVFAIPDGDVAAS IL 
TCMPESEVDVMYCIGGAPEGVISA 
AVIRALDGDMQGRLLPRHQVKGDNEDNRRIGEEE 
LVRC KSMGIEAGKVLLLG DMARN D 
NVIFSATGITKGDLLEGIYRKGNMATTETLLIRG 
KSRTIRRIRSTHFLDRKDPALHEF LL" 
misc-f eature complement ( 107160 .. 1081 /gene="glpX" 
22) 

/locus-tag="YE0098" 

/ inf erence="protein 

motif :PFAM:PF0332 0" 

/note="Pfam match to entry PF03320 

FBPase-glpX, Bacterial 

fructose-1, 6-bisphosphatase, 

glpX-encoded, score 788 . 7, E-value 

1.4e-234" 

gene complement ( 108307 .. 1098 /gene="glpK" 

30) 

/locus-tag="YE0 099" 
CDS complement ( 108307 .. 1098 /gene="glpK" 

30) 

/locus-tag="YE0 099" 
/EC-number = " 2.7.1.30" 
/inf erence="similar to 
sequence :INSDC:AL6 2 72 79" 
/inf erence="similar to 
sequence:UniProtKB:P0 8 859" 
/note="Similar to Escherichia coli 
glycerol kinase GlpK 
SWALL :GLPK-ECOLI ( SWALL : P0 8 8 59 ) 
(501 aa) fasta scores: E(): 
2e-178, 85.23 38d in 501 aa, and 
to Salmonella typhi glycerol 
kinase STY3784 SWALL:Q8Z2Y6 
(EMBL:AL627279) (501 aa) fasta 
scores: E(): 1.6e-177, 85.17 38d 
in 499 aa" 
/codon-start=l 
/transl-table=ll 
/product="glycerol kinase" 
/protein-id="CAL10241 .1" 



misc-f eature complement ( 108373 . . 
50) 



misc-feature complement ( 108667 . . 
29) 



misc-feature complement ( 109057 . . 
00) 



misc-feature complement ( 109372 . . 
10) 



gene complement ( 109907 . . 

55) 

CDS complement ( 109907 . . 

55) 



/db-xref="GI : 122087460" 
/db-xref="GOA:AUI03" 
/db-xref="InterPro: IPR000577" 
/db-xref="InterPro: IPR005999" 
/db-xref="UniProtKB/TrEMBL:AUI03" 
/ translation="MTTENTTQKKYIVALDQGTT 
SSRAWLDHDANIVSISQREFEQI 
YPKAGWVEHDPME I WATQS S T L VE VL AKAG I S S D 
EIAGIGITNQRETTIVWDKTTGKP 
VYNAIVWQCRRTADICEKLKKEGLEEYIRHNTGL 
WDPYFSGTKVKWILDNVEGARDR 
AERGELLFGTVDTWLVWNMTQGRVHVTDYTNASR 
TMMFNIRTKEWDERMLKALNIPRS 
MLPEVRPSSEVYGQTNIGGKGGTRIPIAGIAGDQ 
QAALFGQLCVQPGMAKNTYGTGCF 
LLMNTGTEAVQSNHGLLTTIACGPRGEVNYALEG 
AVFIGGASIQWLRDELKLISDADD 
SEYFATKVKD S NG VYWP AF TGL GAP Y WDP Y ARG 
AIFGLTRGVNSNHI IRATLESIAY 
QTRDVLDAMQADSGERLKSLRVDGGAVANNFLMQ 
FQADILGTRVERPEVRESTALGAA 
FLAGLATGFWNDLDEVKSKATIEREFRPGIETTE 
RDFRYKGWKKAVARAQAWEEHEE " 
1090 /gene="glpK" 

/locus-tag="YE0 099" 
/ inf erence="protein 
motif :PFAM:PF02 782" 

/note="Pfam match to entry PF02782 
FGGY-C, FGGY family of 
carbohydrate kinases, C-terminal 
domain, score 353 . 3 , E-value 
1.7e-103" 
1087 /gene="glpK" 

/locus-tag="YE0 099" 
/ inf erence="protein 
motif :Prosite:PS0 0 445" 
/note="PS00445 FGGY family of 
carbohydrate kinases signature 2." 
1098 /gene="glpK" 

/locus-tag="YE0 099" 
/inf erence=" protein 
motif :PFAM:PF0 03 70" 

/note="Pfam match to entry PF00370 
FGGY, FGGY family of carbohydrate 
kinases, N-terminal domain, score 
452. 8, E-value 1.9e-133" 
1094 /gene="glpK" 

/locus-tag="YE0 099" 
/ inf erence="protein 
motif :Prosite:PS0 0933" 
/note="PS00933 FGGY family of 
carbohydrate kinases signature 1." 
1107 /gene="glpF" 

/locus-tag="YE0100" 
1107 /gene="glpF" 

/locus-tag="YE0100" 



/codon-start=l 
/transl-table=ll 
/product="glycerol uptake 
facilitator protein" 
/protein-id="CAL10242 .1" 
/db-xref="GI : 122087461" 
/db-xref="GOA:AUI04" 
/db-xref="InterPro: IPR000425" 
/db-xref="InterPro: IPR012269" 
/db-xref="UniProtKB/TrEMBL:AUI0 4" 
/ translation="MSQTASSTLKGQCIAEFLGT 
ALLIFFGVGCVAALKLAGASFGQW 
E I S I I WGLGVAMAI YLTAAI SGAHLNPAVT I ALW 
LF ACF DRRKVL P Y I VAQ VAG AF C A 
AALVFGLYYNLFIDFEQTHQIARGSVESLNLAGI 
FSTYPNPHISVFQAFLVETVITAI 
LMCLILALTDDGNGIPRGPLAPLLIGILIAVIGG 
SMGPLTGFALNPARDFGPKLFAYF 
AGWGEVAFTGGRDIPYFLVPIFGPIVGALVGAFG 
YRALIGRHLPCDVCVADDEETTVT TTERKA" 
misc-f eature complement ( join ( 109985 . /gene="glpF" 

.110053, 110150. .110218, 

110255. .110323, 

110423 . .110491, 

110549. .110617, 

110660. .110719) ) 

/locus-tag="YE0100" 

/ infer ence= "protein 

motif :THHMM: 2.0" 

/note="6 probable transmembrane 

helices predicted for YE0100 by 

TMHMM2.0 at aa 13-32, 47-69, 

89-111, 145-167,180-202 and 

235-257" 

misc-feature complement ( 109997 .. 1107 /gene="glpF" 

55) 

/locus-tag="YE0100" 
/ inf erence="protein 
motif :PFAM:PF00230" 

/note="Pfam match to entry PF00230 
MIP, Major intrinsic protein, 
score 420.9, E-value 7.8e-124" 
misc-feature complement ( 110510 .. 1105 /gene="glpF" 
42) 

/locus-tag="YE0100" 
/inf erence=" protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
misc-feature complement ( 110528 .. 1105 /gene="glpF" 
54) 

/locus-tag="YE0100" 
/inf erence=" protein 
motif :Prosite:PS0 0221" 
/note="PS00221 MIP family 
signature . " 

misc-feature complement ( 110666 .. 1106 /gene="glpF" 

98) 

/locus-tag="YE0100" 
/inf erence= "protein 
motif :Prosite:PS0 0 013" 



111350. .111589 
111350. .111589 



complement ( 111726 . 
11) 



complement ( 111726 . 
11) 



misc-feature complement ( 1 1 1 753 . 
11) 



complement (112342 . 
96) 



complement (112342 . 
96) 



/note="PS00013 Prokaryotic 

membrane lipoprotein lipid 

attachment site." 

/locus-tag="YE0101" 

/locus-tag="YE0101" 

/codon-start=l 

/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10243 .1" 
/db-xref="GI : 122087462" 
/db-xref="InterPro: IPR009252" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
105" 

/ translation="MSFEVFEKLEVKVQQAIDTI 
TLLQMEIEELKEKNNTLSQEVQEA 
AGGREALVRENEQLKQEQHVWQDRLRALLGKMEE 
V" 

.1122 /gene="menG" 

/locus-tag="YE0102" 
.1122 /gene="menG" 

/locus-tag="YE0102" 

/codon-start=l 

/transl-table=ll 

/product="S-adenosylmethionine : 2-d 
emethylmenaquinone 
methyltransf erase" 
/protein-id="CAL10244. 1" 
/db-xref="GI: 122087463" 
/db-xref="GOA:AUI06" 
/db-xref="InterPro: IPR005493" 
/db-xref="InterPro: IPR0102 03" 
/db-xref="InterPro: IPR014339" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
106" 

/ translation="MKYDTSDLCDIYHEEVNVVE 
PLFSNFGGRTSFGGKITTVKCFED 
NGLLFDLLEENGLGRVLWDGGGSVRRALINAEL 
ADLALKNEWEGIWYGAVRQVDEL 
AELDIGIQAMAAIPVGAADEGIGESDIRVNFGGV 
TFFSGDHLYADNTGI ILSEEPLDI E" 
.1122 /gene="menG" 

/locus-tag="YE0102" 
/inf erence=" protein 
motif :PFAM:PF03 73 7" 

/note="Pfam match to entry PF03737 
Methyltransf -6 , Dimethylmenaquinone 
methyltransf erase, score 
262.7,E-value 3.2e-76" 
.1131 /gene="menA" 

/locus-tag="YE0103" 
.1131 /gene="menA" 

/locus-tag="YE0103" 

/codon-start=l 

/transl-table=ll 

/product="l , 4-dihydroxy-2-naphthoa 
te octaprenyltransf erase" 



/protein-id="CAL10245. 1" 
/db-xref="GI : 122087464" 
/db-xref="GOA:AUI07" 
/db-xref="InterPro: IPR000537" 
/db-xref="InterPro: IPR004657" 
/db-xref="UniProtKB/TrEMBL:AUI0 7" 
/ translation="MPLAFASIVTGSALAVWLDS 
FKP AVAL LALLTAGLLQILSNLAN 
DYGDAIKGSDTEERIGPLRGMQKGI ITRHQMKVA 
LIITVSLTVISGIALIAVACEKPS 
DVLGFLLLGLMAIVAAITYTVGSKPYGYMGLGDI 
SVLVFFGWLSVAGTYYLQAGHFDS 
IVMLPATACGLLATAVLNINNLRDIENDKANGKN 
TLAVRLGPAVARYYHALLIVAAIF 
CLTLFNILYLHSWAGWIFVLAIPLLARHALFVLR 
EP T AAGMRPML E HMVKAAL LTNIL FAIGLVLS " 
sig-peptide complement ( 113152 .. 1131 /gene="menA" 

96) 

/locus-tag="YE0103" 
/note="Signal peptide predicted 
for YE0103 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.814) 
with cleavage site probability 
0.628 between residues 15 and 16" 
misc-feature complement ( 112345 .. 1131 /gene="menA" 
96) 

/locus-tag="YE0103" 

/ infer ence= "protein 

motif :PFAM:PF01040" 

/note="Pfam match to entry PF01040 

UbiA, UbiA prenyltransf erase 

family, score 121.0, E-value 

1.5e-33" 

misc-feature complement ( join ( 112348 . /gene="menA" 
. 112416, 112450 .. 112509, 
112522. .112590, 
112651 . .112719, 
112732. .112791, 
112828. .112887, 
112900. .112968, 
113068. .113127) ) 

/locus-tag="YE0103" 
/ infer ence= "protein 
motif :TMHMM: 2.0" 
/note="8 probable transmembrane 
helices predicted for YE0103 by 
TMHMM2.0 at aa 24-43, 77-99, 
104-123, 136-155,160-182, 203-225, 
230-249 and 261-283" 
misc-feature complement ( 112903 .. 1129 /gene="menA" 
35) 

/locus-tag="YE0103" 
/inf erence= "protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
gene complement ( 113424 .. 1147 /gene="hslU" 

55) 

/locus-tag="YE0104" 
CDS complement ( 113424 .. 1147 /gene="hslU" 

55) 



/locus-tag="YE0104" 

/codon-start=l 

/transl-table=ll 

/product="ATP-binding heat shock 
protein" 

/protein-id="CAL10246 .1" 
/db-xref="GI : 122087465" 
/db-xref="GOA:AUI08" 
/db-xref="InterPro: IPR003593" 
/db-xref="InterPro: IPR004491" 
/db-xref="InterPro: IPR013093" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
108" 

/ translation="MSEMTPREIVSELDSYI IGQ 
DKAKRAVAIALRNRWRRMQLNEEL 
RHEVTPKNILMIGPTGVGKTEIARRLAKLANAPF 
IKVEATKFTEVGYVGKEVDSI IRD 
L T D AAVKMVRH Q S I E KMR Y R AE E L AE E R I L D V L I 
PPAKNNWGQPEETQEPSPTRQAFR 
KKLREGQLDDKE I E I DLAAAPVGVE IMAPPGMEE 
MTNQLQSMFQNIAGQKQKPRKIKI 
KEAFKLLIEEEAAKLVNPEELKQQAIDAVEQHGI 
VFIDEIDKICKRGQTSGPDVSREG 
VQRDLLPLVEGCTVSTKHGMVKTDHILFIASGAF 
QVSSPSDLIPELQGRLPIRVELQA 
LTTDDFERI LIEPSACLIE Q Y KALLIATE GVTVEF 
TREGIRKIAEAAWQVNERTENIGA 
RRLHTVLERLMEDI S YDASESNGQS I T I DAAYVG 
KHLDELVADEDLSRFIL" 
misc-f eature complement ( 113607 .. 1146 /gene="hslU" 
02) 

/locus-tag="YE0104" 
/ inf erence="protein 
motif : PFAM: PFO 0 0 0 4" 
/note="Pfam match to entry PF00004 
AAA, ATPase family associated with 
various cellular activities (AAA) , 
score 27.3, E-value 5.6e-07" 
misc-f eature complement ( 1 1 456 4 .. 1 1 45 /gene="hslU" 
87) 

/locus-tag="YE0104" 
/inf erence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
gene complement ( 114810 .. 1153 /gene="hslV" 

34) 

/locus-tag="YE0105" 
CDS complement (114810. .1153 /gene="hslV" 

34) 

/locus-tag="YE0105" 

/ codon-start=l 

/transl-table=ll 

/product="heat shock protein" 

/protein-id="CAL102 47. 1" 

/db-xref="GI : 122087466" 

/db-xref="GOA:AUI09" 

/db-xref="InterPro: IPR001353" 

/db-xref="UniProtKB/Swiss-Prot :A1J 

109" 

/ translation="MTTIVSVRRNGHWIGGDGQ 
VTLGNTVMKGNAKKVRRLYNNKVI 



complement (115164 
23) 



complement (115434 
97) 



complement (115434 
97) 



complement (116136 
97) 



complement (116145 
13) 



complement (116363 
91) 

complement (116363 
91) 



AGFAGGTADAFTLFELFERKLEMHQGHLTKAAVE 
LAKDWRT DRML RKL E AL L AVADE T 
ASLIITGNGDWQPEDDLIAIGSGGPYAQSAARA 
LLENTELGARDIVEKSLSIAGDIC 
IYTNRFQTIEELTY" 
1152 /gene="hslV" 

/locus-tag="YE0105" 
/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted for YE0105 by 
TMHMM2.0 at aa 38-57" 
1162 /gene="ftsN" 

/locus-tag="YE0106" 
/note="synonym: msgA" 
1162 /gene="ftsN" 

/locus-tag="YE0106" 

/codon-start=l 

/transl-table=ll 

/product="cell division protein" 
/protein-id="CAL10248 .1" 
/db-xref="GI: 122087467" 
/db-xref="GOA:AUI10" 
/db-xref="InterPro: IPR007730" 
/db-xref="InterPro: IPR01193 0" 
/db-xref ="UniProtKB/TrEMBL : A1JI 1 0 " 
/ trans lation="MAQRDYVSRGRSGARRKSTS 
RKKRSAPAVSKTVMALAVALLWF 
VGGLYFITHNKPGELPLLPSHDPRTGNGLPPKPE 
ERWRYIKELENRQIGVPTPTEPSA 
GGEVNSKT i jLTnE i i i F ,| i i LLE i i i lI i i i AE l lIRQQPTQLSE 
VPYNEGME 

QPLTPPRQTVAPVPAPQTQVQPPVTTPPRTQQPT 

apvtqaatppkpe: 

QCGSFKAVDQAESIRAQLAFEGIESRITAGGGWN 
RWLGPYSTKAAADKALQRLKGAG 
QSGCIPLAVGG" 
1162 /gene="ftsN" 

/locus-tag="YE0106" 
/note="Signal peptide predicted 
for YE0106 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.661) 
with cleavage site probability 
0.196 between residues 54 and 55" 
1162 /gene="ftsN" 

/locus-tag="YE0106" 
/ inf erence="protein 
motif :TMHMM: 2 .0" 
/note="l probable transmembrane 
helix predicted for YE0106 by 
TMHMM2.0 at aa 29-51" 
1173 /gene="cytR" 

/locus-tag="YE0107" 
1173 /gene="cytR" 

/locus-tag="YE0107" 



misc-f eature complement ( 116387 . . 
93) 



misc-f eature complement ( 117287 . . 
70) 



misc-f eature complement ( 117299 . . 
64) 



misc-f eature complement ( 117302 . . 
58) 



gene complement ( 117622 . . 

20) 

CDS complement ( 117622 . . 

20) 



/codon-start=l 
/transl-table=ll 
/product=" transcriptional 
repressor" 

/protein-id="CAL10249 .1" 
/db-xref="GI : 122087468" 
/db-xref="GOA:AlJIll" 
/db-xref="InterPro: IPR000843" 
/db-xref="InterPro: IPR001761" 
/db-xref="UniProtKB/TrEMBL:AlJIll" 
/ tr an s 1 at i on= " MEHKKEFTMATMKDVAEMAG 
VSTATVSRALMNPEKVSTVTRQKV 
EQAVLAVGYSPHALSRNIKRNESRTILVIVPDIS 
DPFFADIIQGIEHAAAQQGYLILI 
GDCAQQPQQERSFVNLI ITKQIDGMLLLGSNLPF 
DASKEEQRNLPPMVMANEFAPELE 
LPTVHIDNLTAAYEAVEYLIRLGHQRIACVAGPE 
NFPLCQYRLQGYIQALRRNGIEVD 
SNYIIRGDFSYEAGVDTFIKLMDLPEPPTAIFCH 
N DVMA I G AMWQ AKKMG L R I P Q D VS 
WGFDDLKLSQYCDPPLTTVAQPRYEIGRQAMLL 
LLEQLQGHPVQSGSRLLNTELIVR ESTAAPKR" 
1171 /gene="cytR" 

/locus-tag="YE0107" 
/ inf erence="protein 
motif :PFAM:PF0 0532" 
/note="Pfam match to entry PF00532 
Peripla-BP-like, Periplasmic 
binding proteins and sugar binding 
domain of the LacI family, score 
116.6, E-value 3.1e-32" 
1173 /gene="cytR" 

/locus-tag="YE0107" 
/inf erence= "protein 
motif :PFAM:PF0 0356" 

/note="Pfam match to entry PF00356 
lad, Bacterial regulatory 
proteins, lad family, score 53.4, 
E-value 3.2e-13" 
1173 /gene="cytR" 

/locus-tag="YE0107" 
/note=" Predicted helix-turn-helix 
motif with score 1874.000, SD 5.57 
at aa 10-31, sequence 
ATMKDVAEMAGVSTATVSRALM" 
1173 /gene="cytR" 

/locus-tag="YE0107" 
/inf erence=" protein 
motif :Prosite:PS0 0356" 
/note="PS00356 Bacterial 
regulatory proteins, lad family 
signature. " 
1198 /gene="priA" 

/locus-tag="YE0108" 
1198 /gene="priA" 

/locus-tag="YE0108" 



/codon-start=l 
/transl-table=ll 

/product="primosomal protein n'" 
/protein-id="CAL10250 .1" 
/db-xref="GI : 122087469" 
/db-xref="GOA:AlJI12" 
/db-xref="InterPro: IPR001650" 
/db-xref="InterPro: IPR005259" 
/db-xref="InterPro: IPR011545" 
/db-xref="InterPro: IPR014001" 
/db-xref="InterPro: IPR014021" 
/db-xref="UniProtKB/TrEMBL:AlJI12" 
/ translation="MSWQVALPVPLTRTFDYRL 
DSATACPWGARVSVPFGKRNAIG 
IWGISETSTFPLEQLKAIDAVLDGDSLFPPSLW 
RILCWATEYYHYPIGEVLFHALPI 
LLRQGKPAKSAPLWQWFATEQGRATPPESLKRAP 
KQQQALAALLQKPVYRHQVNEMAL 
TESALQTLRSKGLIDLRAQEVAATDWRNGFSVLG 
ERLRLNTEQATAVGAIRSEDTQFA 
AWLLAGVTGSGKTEVYLSVLENILAQGRQALVLV 
PEIGLTPQTIARFRERFNAPVEVL 
HSGLNDSERLSVWLRARNGEAAIVIGTRSALFTP 
FSRLGVIIIDEEHDSSYKQQEGWR 
YHARDLAVFRAREEGIPIVMGTATPALETLHNVQ 
MGKYRQL T L S KRAGNAKP AVQH L L 
DLKGLPLKVGLSQPLLKRMKAHLQADNQVILFLN 
RRGYAPALLCHECGWIAECQRCDH 
YYTLHQNHRQLRCHHCDSQRPVPQQCPKCGSTHM 
VSVGVGTEQLENELAPLFPDTP I T 
RIDRDTTSRKGSLEQHLADVHQGGARILIGTQML 
AKGHHFPDVTLVALLDVDGALFSA 
DFRSAERFAQLYTQVSGRAGRAGKQGEVILQTHH 
P E H P L L Q I L L C 1 C 1 G Y D AF AKQ AL AE 
RKSVFLPPYTSHIIVRSEDHDNQQSALFLQQLRN 
LLEASPLKDEALWIMGPVPALQAK 
RGGRFRWQLLLQHPSRQLLQRLIKTSQPLINTLP 
QARKVKWT LDVDPIDS " 
misc-f eature complement ( 118054 .. 1183 /gene="priA" 
11) 

/locus-tag="YE0108" 
/ infer ence= "protein 
motif :PFAM:PF00271" 

/note="Pfam match to entry PF00271 
helicase-C, Helicase conserved 
C-terminal domain, score 27.9, 
E-value 1.6e-05" 
misc-feature complement ( 119128 .. 1191 /gene="priA" 
51) 

/locus-tag="YE0108" 
/inf erence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

gene 120213 .. 120431 /gene="rpmE" 

/locus-tag="YE0109" 

CDS 120213. .120431 /gene="rpmE" 

/locus-tag="YE0109" 

/codon-start=l 

/transl-table=ll 

/product="50S ribosomal protein 
L31" 



misc-feature 120213 .. 120413 



misc-feature 120321 .. 120338 



misc-feature 120333 .. 120389 



complement ( 120521 . 
38) 



complement (120521 . 
38) 



isc-feature complement ( 120524 
35) 



gene 
CDS 



121214. .122371 



121214. .122371 



/protein-id="CAL10251 .1" 

/db-xref="GI : 122087470" 

/db-xref="GOA:AlJI13" 

/db-xref="InterPro: IPR002150" 

/db-xref="UniProtKB/TrEMBL:AlJI13" 

/ translation="MKQGIHPKYDLVTASCSCGN 

VIKINSTVGHDLNLDVCGECHPFY 

TGKQRDVATGGRVDRFNKRFSVPGTTKA" 

/gene="rpmE " 

/locus-tag="YE0109" 

/ inf erence="protein 

motif : PFAM: PFO 1 19 7" 

/note="Pfam match to entry PF01197 
Ribosomal-L31, Ribosomal protein 
L31, score 144.6, E-value l.le-40" 
/gene="rpmE " 
/locus-tag="YE0109" 
/ inf erence="protein 
motif :Prosite:PS0 019 0" 
/note="PS00190 Cytochrome c family 
heme-binding site signature." 
/gene="rpmE " 
/locus-tag="YE0109" 
/ inf erence="protein 
motif :Prosite:PS01143" 
/note="PS01143 Ribosomal protein 
L31 signature." 
.1208 /gene="metJ" 

/locus-tag="YE0110" 
.1208 /gene="metJ" 

/locus-tag="YE0110" 

/codon-start=l 

/transl-table=ll 

/product=" transcriptional 

repressor protein" 

/protein-id="CAL10252 .1" 

/db-xref="GI : 122087471" 

/db-xref="GOA:AUI14" 

/db-xref="InterPro: IPR002084" 

/db-xref="UniProtKB/Swiss-Prot :A1J 

114" 

/ translation="MAEWNGEYVSPYAEHGKKSE 
QVKKITVSIPLKVLKILTDERTRR 
QVNNLRHATNSELLCEAFLHAFTGQPLPNDEDLR 
KERSDEIPEAAKILMRELGVDPDT WEY" 
.1208 /gene="metJ" 

/locus-tag="YE0110" 
/ inf erence="protein 
motif : PFAM: PFO 13 40" 

/note="Pfam match to entry PF01340 

MetJ, Met Apo-repressor , MetJ, 

score 292.2, E-value 4.2e-85" 

/gene="metB" 

/locus-tag="YE0111" 

/gene="metB" 

/locus-tag="YE0111" 

/ codon-start=l 

/transl-table=ll 

/product=" cystathionine 



misc-feature 121229 .. 122356 



misc-feature 121781 .. 121825 



gene 122379 .. 124814 

CDS 122379 .. 124814 



gamma-synthase" 

/protein-id="CAL10253 .1" 

/db-xref="GI : 122087472" 

/db-xref="GOA:AUI15" 

/db-xref="InterPro: IPR000277" 

/db-xref="InterPro: IPR011821" 

/db-xref="InterPro: IPR015421" 

/db-xref="InterPro: IPR015422" 

/db-xref="UniProtKB/TrEMBL:AlJI15" 

/ translation="MTRKQATIAVRSGLNDDEQY 

GCWPP I HL S S TYNF I DFNQPRAH 

DYSRRGNPTRDWQRALAELEGGAGAVMTSSGMS 

AIHLVCTTFLKPDDLLVAPHDCYG 

GSYRLFDSLSKRGAYRVLFVDQGDEVAL SCALAR 

KPKLVLIETPSNPLLRWDIAAIC 

KDAHAVGAL TVCDNTFLSPALQQPLALGAD LVVH 

SCTKYLNGHSDWAGAVIAKDPEL 

AVELAWWANNIGVTGAAFDSYLLLRGLRTLSPRM 

AQQQRNADDIVRYLQQQPLVKKLY 

HPSLLQHPGHEIACRQQSGFGAMLSFELDGDEQV 

LRRFLSALELFTLAESLGGVESLI 

S HAATMT H AGMAP E ART AAG ITDSLLRISVGIED 

SEDLIADLDNAFRLARD" 

/gene="metB" 

/locus-tag="YE0111" 

/ inf erence="protein 

motif :PFAM:PF01053" 

/note="Pfam match to entry PF01053 

Cys-Met-Meta-PP, Cys/Met metabolism 

PLP-dependent enzyme, score 

708.0,E-value 2.9e-210" 

/gene="metB" 

/locus-tag="YE0111" 

/inf erence= "protein 

motif :Prosite:PS00 86 8" 

/note="PS00868 Cys/Met metabolism 

enzymes pyridoxal-phosphate 

attachment site." 

/gene="metL" 

/locus-tag="YE0112" 

/note=" synonym: metM" 

/gene="metL" 

/locus-tag="YE0112" 

/ codon-start=l 

/transl-table=ll 

/product="bi functional 

aspartokinase/ homo serine 

dehydrogenase II" 

/protein-id="CAL10254. 1" 

/db-xref="GI : 122087473" 

/db-xref="GOA:AlJI16" 

/db-xref="InterPro: IPR001048" 

/db-xref="InterPro: IPR001341" 

/db-xref="InterPro: IPR001342" 

/db-xref="InterPro: IPR005106" 

/db-xref="InterPro: IPR011147" 

/db-xref="InterPro: IPR016040" 

/db-xref="UniProtKB/TrEMBL:AlJI16" 

/ trans lation="MNATAVAAAVTGRQLHKFGG 

SSLADVKCYLRVANIMANYSHPGD 

LMWSAAGSTTNQLISWLKLSQTDRLSAHQVQQN 

LRRYQHDL I S G L L S PEMAEP L I S E 



misc-feature 122412 .. 123242 



misc-feature 122421 .. 122447 



misc-feature 123795 .. 124199 



isc-feature 124203 .. 124793 



misc-feature 124341 .. 124409 



FIHDLERLAGLLDNKVDDAIYAEWGHGEIWSAR 
LMS AVLNKL DMAADWL DAR SFLRA 
ERAAQPQIDEGRSYPLLQQLMAQHPHQRLWTGF 
ISRNNAGETVLLGRNGSDYSATLV 
GALAGVERVT I WS DVAGVY S ADPRKVKDAC L L P L 
LRLDEASELARLAAPVLHTRTLQP 
VSGSDIDLQLRCSYQPEQGSTRIERVLASGSGAK 
IVTSHDDVCLIELQIAGHHDFSLA 
QKEIDLLLKRAQIKPLATGIHPDRNLLQLCYTSE 
WNSALRVLEDATLPGKLSLREGL 
ALVALVGAGVSKNPLHSHRFYQQLKDQPVEFIWQ 
AEDGISLVAVLRLGPTEHLIQGLH 
QSLFRAEKRIGLMLFGKGNIGARWLELFAREQKN 
ISARSGFEFVLAGWDSRRSLLSY 
DGLDASRTLAFYDDEAKEQDEESLFLWMRAHPFD 
DLWLDVTASESLAEQYLDFASYG 
FHVI SANKLAGAS S SNNYRQ I RDAFAKTGRHWL Y 
NATVGAGLPVNHTVRDLRDSGDS I 
LAISGIFSGTLSWLFLQFDGTVPFTELVDQAWQQ 
GLTEPDPRVDLSGQDVMRKLVILA 
REAGYDIEPNQVRVE S LVPAGAD I GS VDQFFENG 
EALNQQMIQRLEAANEMGLVLRYV 
ARFDANGKARVGVEAVRADHPLASLLPCDNVFAI 
ESRWYRDNPLVIRGPGAGRDVTAG 
AIQSDLNRLAQLL " 
/gene="metL" 
/locus-tag="YE0112" 
/ infer ence= "protein 
motif :PFAM:PF0 0696" 
/note="Pfam match to entry PF00696 
aakinase, Amino acid kinase 
family, score 162.5, E-value 



-46" 



e="metL" 
/locus-tag="YE0112" 
/ infer ence= "protein 
motif :Prosite:PS0 032 4" 
/note="PS00324 Aspartokinase 
signature . " 
/gene="metL" 
/locus-tag="YE0112" 
/ inf erence="protein 
motif :PFAM:PF03 447" 

/note="Pfam match to entry PF03447 
NAD-binding-3 , Homoserine 
dehydrogenase, NAD binding domain, 
score 167.0, E-value 2.1e-47" 
/gene="metL" 
/locus-tag="YE0112" 
/ inf erence="protein 
motif :PFAM:PF0 0 7 42" 

/note="Pfam match to entry PF00742 
Homoserine-dh, Homoserine 
dehydrogenase, score 344.9, 
E-value 5.8e-101" 
/gene="metL" 
/locus-tag="YE0112" 
/inf erence=" protein 
motif :Prosite:PS010 42" 
/note="PS01042 Homoserine 
dehydrogenase signature." 
complement (124892. .1270 /locus-tag="YE0113" 



00) 

CDS complement (124892. .1270 /locus-tag="YE0113" 

00) 

/inf erence="similar to 
sequence: INSDC:AE0 0 770 4" 
/inf erence="similar to 
sequence : UniProtKB : P5741 4" 
/note="Similar to several 
including: Clostridium 
acetobutylicum predicted permease 
Cac2 003 SWALL:Q97HK8 
(EMBL:AE007704) (832 aa) fasta 
scores: E(): 0.072, 24.67 id in 
535 aa and Buchnera aphidicola 
OmpA-like protein precursor or 
bu33 2 SWALL:OMPA-BUCAI 
(SWALL:P57414) (349 aa) fasta 
scores: E(): 6.6, 24.17 38d in 273 
aa. Note that this CDS lies within 
a localised low G+C region." 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="CALl 0255.1" 

/db-xref="GI : 122087474" 

/db-xref="UniProtKB/TrEMBL:AUI17" 

/ translation="MNIKERINFYNSLATSSPVI 

YQKNKVPDTRFRLSEGI IKICGKY 

NIKPIILNNNSE D TNRN AAE NTAYDDKNINFIDV 

DDRVSDNARGKDPKVKFTLHGAPK 

TFTSAYITNDLKDKIYNNGFRLSNNENIVNYLKS 

ADEYALLLTIIATTTTSKVLRDNI 

INSVDSDISTDGSSSAGMSYSENRDELTTWINKH 

VKPEHKSKVDLLLSAPDRHAELKD 

KVYLSDMLLFSGKKTIPFKLKEI ILNNTVWKFN 

NTSLRLSHSRIDKINNASDKKTAL 

QMGFLKKIQYICMNKGKRLSDLYDFTHDHKNGEK 

LFIQSNGRIQEKLTSVINKKMPRL 

KTVEIDNSETVAKELQKILKEKAINLQDNIFTKI 

VYFEDKEDTTGKTYYISKNFPPVY 

KPNIPYVHPENEQGASKYWSKDDNFVALAPTKK 

EKFSTKNNFHDLKGLNSIKTGLW 

APDLMISHNAGICLIDHLNNNAPLPQSVFKIAVN 

ELKKLHEIQGYLRDIKPANMAYDG 

KQVNF I DVDDR I KAHE I TK I S AP VFK I YGKEV I Y 

TPKYITQGLVNNIYESNPGNPGKK 

TLKQTDITHDLQIADEYAFLMTMITATTKDNALK 

SSIKNAKVDI IGVRI INRIKNEID 

QCSDRQKKDKLTDKLIETQKEYNNTGIMNKSNKT 

YFTPWLKENIKPKHHKSVKLLLTD 

PAKYADTAPKTHLADMLLFK" 

gene 127374 .. 128258 /gene="metF" 

/locus-tag="YE0114" 

CDS 127374. .128258 /gene="metF" 

/locus-tag="YE0114" 
/ codon-start=l 
/transl-table=ll 

/product="5 , 10-methylenetetrahydro 
folate reductase" 
/protein-id="CAL10256 .1" 
/db-xref="GI : 122087475" 
/db-xref="GOA:AlJI18" 



/db-xref="InterPro: IPR003171" 
/db-xref="InterPro: IPR004620" 
/ db-xref ="UniProtKB/TrEMBL : Al JI 1 8 " 
/ trans lation="MSFFHANQREALNQSLAELQ 
GQINVSFEFFPPRTSEMEDTLWSS 
IDRLSTLKPKFVSVTYGANSGERDRTHSI IKGIK 
ERTGLEAAPHLTCVDASPTQLREI 
ATDYWNSGIRHIVALRGDLPPDSGKPEMYASDLV 
GLLKDVGDFDI SVAAYPEVHPEAK 
SAQADLINLKRKIDAGANRAITQFFFDVESYLRF 
RDRCVATGI DVE IVPGI LPVSNFK 
QLQRFATMTNVRVPNWMTRIFEGLDDDPETRKMV 
GASVAMDMVKILSREGVKDFHFYT 
LNRAELSYAICHTLGVRP " 
misc-feature 127404 .. 128246 /gene="metF " 

/locus-tag="YE0114" 
/inf erence=" protein 
motif :PFAM:PF02219" 

/note="Pfam match to entry PF02219 
MTHFR, Methylenetetrahydrof olate 
reductase, score 555.3, E-value 
2.6e-164" 

gene 128578 .. 129780 /locus-tag="YE0115" 

CDS 128578. .129780 /locus-tag="YE0115" 

/inf erence="similar to 
sequence: INSDC:AL13 9 0 76" 
/inf erence="similar to 
sequence : UniProtKB : Q9Z9E3 " 
/note="Similar in parts to 
Campylobacter jejuni hypothetical 
protein Cj0849C SWALL:Q9PP74 
(EMBL:AL139076) (719 aa) fasta 
scores: E(): 0.19, 22.86 38d in 
258 aa and to Chlamydia pneumoniae 
phosphoenolpyruvate-protein 
phosphotransferase PtsI or Cpn0038 
SWALL:PT1-CHLPN ( SWALL : Q9Z9E3 ) 
(571 aa) fasta scores: E(): 3.5, 
19.57 38d in 332 aa" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAL10257. 1" 
/db-xref="GI : 122087476" 
/db-xref="UniProtKB/TrEMBL:AUI19" 
/ translation="MSRISQSSSPVTTAKLAGKN 
TLHQEKNTLCANIQKVENVLTNVN 
REIKAKTNDLNKNNALLTSLTSIASKHGDDANIR 
LKNDHFKLGQGSNFLKNLINGGRY 
KLEQQAATSKLWKGSEVSARTGIAKLTQQIKTI 
QDSLDSSNKELKNNKTEYDSLNFK 
LGAVDQQIETFNKAKIAADKADNNNKALCNNFSM 
IYQSNAGCKAINAEARHQFGNANQ 
SAKLNGNQVIAEYVKTHGDNVFSGGNAPVKSAIQ 
SHCSNLPTLVKDVAKAWYSPTDTT 
TTSHRGQGMTQDGIDKLMSQFKS DRAGS VYKLGQ 
FF S T SKEVNVAKAFADRTGD S VK I 
MFEVKGNSGRGIWSGGLKFDNNEREVLYSPLAK 
FAVTDIKGSNAKGYTIKLNEVEQD TKAKLLPY" 
gene complement ( 129861 .. 1325 /gene="ppc" 

00) 

/locus-tag="YE0116" 



/note="synonym: glu" 
CDS complement (129861. .1325 /gene="ppc" 

00) 

/locus-tag="YE0116" 

/codon-start=l 

/transl-table=ll 

/product="phosphoenolpyruvate 

carboxylase" 

/protein-id="CAL10258 .1" 
/db-xref="GI : 122087477" 
/db-xref="GOA:AUI2 0" 
/db-xref="InterPro: IPR001449" 
/db-xref="InterPro: IPR015813" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
120" 

/ translation="MNEQYSAMRSNVSMLGTLLG 
DTIKEALGEHILEKVETIRKLSKS 
SRAGNEASRQELLTTLQNLSNDELLPVARAFSQF 
LNLTNTAEQYHSISPHGEAASNPE 
ALAQLFTRLKDKKLSEQDMRSAVDELSIELVLTA 
HPTEITRRTLIHKLVEVNTCLSQL 
DHNDLADYERNKIMRRLRQLVAQSWHTDEIRKIR 
PSPVDEAKWGFAWENSLWEGVPA 
FLREFNEQLQNSLDYRLPVEAVPIRFTSWMGGDR 
DGNPNVT AE ITRHVLLLSRWKATD 
LFLRDIQVLVSELSMSECTPELRELAGGEEVLEP 
Y RE L MKRVR T Q LTNTQAYLEARLK 
GERVLPPTDLLVSNDQLWDPLYACYQSLKACGME 
I IANGQLLDTLRRVRCFGVPLVRI 
DVRQESTRHTDAIAELTRYLGLGDYESWSEADKQ 
AFLIRELNSKRPLVPLKWEPSADT 
QEVL E T C RV I AE AP QG S I AA Y V I S MAK VP S D V L A 
VHLLLKEAGCPFTLPVAPLFETLD 
DLNNADDVMTQ L LIT I DWYRGL I QGKQMVMI GY S D 
vLIKT 

CEKAGISLTLFHGRGGSIGRGGAPAHAALLSQPP 
GSLKGGLRVTEQGEMIRFKFGLPE 
VTISSLALYASAVLEANLLPPPEPKKEWNEVMDI 
LSDASCEMYRGYVRENPQFVPYFR 
AATPELELGKLPLGSRPAKRRPNGGVESLRAIPW 
IFAWTQNRLMLPAWLGAGAGLQKA 
IDAGKKEVLATMCRDWPFFSTRIGMLEMVFAKAD 
LWLAEYYDQRLVDKSLWPLGQQLR 
DQLEADIKWLAIANDDHLMADLPWIAESIALRN 
VYTDPLNVLQAELLHRSRQQENAA 
DACVEQALMVT I AG VAAGMRN T G " 
misc-feature complement ( 129864 .. 1325 /gene="ppc" 
00) 

/locus-tag="YE0116" 
/ inf erence="protein 
motif :PFAM:PF00311" 

/note="Pfam match to entry PF00311 
PEPcase, Phosphoenolpyruvate 
carboxylase, score 763.6, E-value 
5.3e-227" 

misc-feature complement ( 130857 .. 1308 /gene="ppc" 
95) 

/locus-tag="YE0116" 

/inf erence=" protein 

motif :Prosite:PS0 0393" 

/note="PS0 0393 Phosphoenolpyruvate 

carboxylase active site 2." 



misc-f eature complement ( 132069 .. 1321 /gene="ppc" 
04) 

/locus-tag="YE0116" 
/inf erence=" protein 
motif :Prosite:PS0 0 781" 
/note="PS00 781 Phosphoenolpyruvate 
carboxylase active site 1." 
gene complement ( 132848 .. 1340 /gene="argE" 

32) 

/locus-tag="YE0117" 
CDS complement ( 132848 .. 1340 /gene="argE" 

32) 

/locus-tag="YE0117" 

/ codon-start=l 

/transl-table=ll 

/product="acetylornithine 

deacetylase" 

/protein-id="CAL10259 .1" 
/db-xref="GI : 122087478" 
/db-xref="GOA:AUI21" 
/db-xref="InterPro: IPR0 01261" 
/db-xref="InterPro: IPR002933" 
/db-xref="InterPro: IPR010169" 
/db-xref="InterPro: IPR011650" 
/db-xref="UniProtKB/TrEMBL:AUI21" 
/ translation="MKMKLPPFIELYRALIATPS 
ISATDSALDQSNEALINLLAGWFA 
DLGFRVEIQPVPDTRHKFNLLASIGENSVGKKSS 
GEGSGGLLLAGHTDTVPYDEGRWT 
RDPFTLTEHDNKLYGLGTADMKGFFAF I LDAVRD 
IDASTLSKPLYILATADEETTMAG 
ARYFAASTQLRPDFAI IGEPTSLQPVRAHKGH I S 
NAIRITGQSGHSS DP ARG VN A I D L 
MHE5 I TELUKLRTTLQERYI'II'IPAFAIPYPTMNFG 
HINGGDAANRICACCELHMDIRPL 
PGLTLSDLDELMTEALAPVSARWPGRLSIDQLHP 
PIPGYECPTDHHMVGVIEELLGER 
TAWNYCTEAPFIQQICPTLVLGPGSINQAHQPD 
EFIDMAFIEPTRELIGQLVDHFCQ QK" 
misc-f eature complement ( 133004 .. 1339 /gene="argE" 
99) 

/locus-tag="YE0117" 
/ inf erence="protein 
motif :PFAM:PF01546" 

/note="Pfam match to entry PF01546 
Peptidase-M20, Peptidase family 
M20/M25/M40, score 236.5, E-value 
2.5e-6 8" 

misc-feature complement ( 133562 .. 1336 /gene="argE" 
75) 

/locus-tag="YE0117" 
/inf erence=" protein 
motif :Prosite:PS0 0 759" 
/note="PS00759 ArgE / dapE / ACY1 
/ CPG2 / yscS family signature 2." 
misc-feature complement ( 133751 .. 1337 /gene="argE" 
80) 

/locus-tag="YE0117" 
/inf erence=" protein 
motif :Prosite:PS0 0 75 8" 
/note="PS00758 ArgE / dapE / ACY1 
/ CPG2 / yscS family signature 1." 



gene 134395 .. 135399 /gene="argC" 

/locus-tag="YE0119" 

CDS 134395. .135399 /gene="argC" 

/locus-tag="YE0119" 
/ codon-start=l 
/transl-table=ll 

/pr oduct="N-acetyl -gamma-glut amy 1- 
phosphate reductase" 
/protein-id="CAL10260 . 1" 
/db-xref="GI : 122087479" 
/db-xref="GOA:AUI22" 
/db-xref="InterPro: IPR000534" 
/db-xref =" InterPro : IPRO 0 0 7 0 6 " 
/db-xref="InterPro: IPR0 06 025" 
/db-xref =" InterPro: IPR012280" 
/db-xref ="UniProtKB/TrEMBL : A1JI2 2" 
/ translation="MLNTLIVGASGYAGAELTAY 
LNRHPHMNITALAVSAQSADAGKL 
LSDLHPQLKGI IDLPLQPLL DVAQAAKGVDWF L 
ATAHEVSHDLAPQFLAAGCWFDL 
SGAYRVQNAEFYRQYYGFEHQHADWLDKAVYGLA 
EWQAEKIKQAQLIAVPGCYPTASQ 
LALKPLVDGGLLNNAQWPVINAVSGVSGAGRKAS 
IGNSFCEVSLQPYGLFNHRHQPEI 
VAHLGTPVIFTPHLGNFARG I LAT I TCRLKVGVT 
AQDIAEAYHNAYQDKPLIRLYKQG 
VPALKAVVGLPFCDIGFSVQGEHLI IVATEDNLL 
KGAAAQAVQCMNIRFGFAETQALL " 

misc-feature 134395 .. 134844 /gene="argC" 

/locus-tag="YE0119" 

/ inf erence="protein 

motif : PFAM: PFO 1 118" 

/note="Pfam match to entry PF01118 

Semialdhyde-dh, Semialdehyde 

dehydrogenase, NAD binding domain, 

score 174.7, E-value le-49" 

misc-feature 134629 .. 134658 /gene="argC" 

/locus-tag="YE0119" 
/inf erence= "protein 
motif :Prosite:PS0 0142" 
/note="PS00142 Neutral zinc 
metallopeptidases, zinc-binding 
region signature." 

misc-feature 134839 .. 134889 /gene="argC" 

/locus-tag="YE0119" 
/inf erence=" protein 
motif :Prosite:PS0122 4" 
/note="PS01224 

N-acetyl-gamma-glut amy 1 -phosphate 
reductase active site." 
misc-feature 134869 .. 135327 /gene="argC" 

/locus-tag="YE0119" 
/inf erence=" protein 
motif : PFAM: PFO 2 774" 

/note="Pfam match to entry PF02774 
Semialdhyde-dhC, Semialdehyde 
dehydrogenase, dimerisation 
domain, score 103.9, E-value 
2e-28" 

gene 135487 .. 136251 /gene="argB" 

/locus-tag="YE0120" 
CDS 135487. .136251 /gene="argB" 



misc-feature 135487 .. 136182 



gene 
CDS 



136489. .137862 
136489. .137862 



/locus-tag="YE012 0" 

/codon-start=l 

/transl-table=ll 

/product="acetylglutamate kinase" 
/protein-id="CAL10261 . 1" 
/db-xref="GI : 122087480" 
/db-xref="GOA:AUI23" 
/db-xref="InterPro: IPR001048" 
/db-xref="InterPro: IPR004662" 
/db-xref="InterPro: IPR011148" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
123" 

/ translation="MVIKLGGVLLDSEEALERLF 

TALVTYREKHERPLVIMHGGGCLV 

DDLMKKLALPWKKNGLRVTPADQIDI ITGALAG 

TANKT L LAWAVKH D I NAVG LCLGD 

GNTVS VTP LDAALGHVGKAE AG S P AL VQT L LAAN 

YMPIISSIGITKDGSLMNVNADQA 

ATALAATLGAD LILLSDVSGILDGKGQRIAEMTA 

QKAEQLIAQGI ITDGMWKVNAAL 

DAARSLGRPVDIASWRHADQLPALFNGVPIGTRI 

LA" 

/gene="argB" 
/locus-tag="YE012 0" 
/ infer ence= "protein 
motif :PFAM:PF00696" 

/note="Pfam match to entry PF00696 

aakinase, Amino acid kinase 

family, score 120.0, E-value 

2 . 8e-33" 

/gene="argH" 

/locus-tag="YE0121" 

/gene="argH" 

/locus-tag="YE0121" 

/codon-start=l 

/transl-table=ll 

/product= "putative 

argininosuccinate lyase" 

/protein-id="CAL10262 .1" 

/db-xref="GI : 122087481" 

/db-xref="GOA:AUI2 4" 

/db-xref="InterPro: IPR000362" 

/db-xref="InterPro: IPR003031" 

/db-xref="InterPro: IPR009049" 

/db-xref="UniProtKB/Swiss-Prot :A1J 

124" 

/ translation="MALWGGRFSQAADQRFKQFN 

DSLRFDYRLAEQDI IGSVAWSKAL 

VTVGVLTTAEQQQLEQALSVLLEEVQADPQAILA 

SDAEDIHSWVETKLIDKVGDLGKK 

LHTGRSRNDQVATDLKLWCKFQITELKTAVQQLQ 

Q AL V I T AE ANQ D AVMP G Y T H L Q R A 

QPVTFAHWCLAYAEMLARDESRLQDTLKRLDVSP 

LGSGALAGTAYAIDREQLAGWLGF 

ASATRNSLDSVSDRDHVLELLSDASIGMVHLSRF 

AEDLIFFNSGEAAFVDLSDRVTSG 

SSLMPQKKNPDALELIRGKCGRVQGALTGMMMTL 

KGLPLAYNKDMQEDKEGLFDALDT 

WL DC LHMAAL VL DG I QVKRP RC KE AAE QG Y AN AT 

ELADYLVAKGVPFREAHHIVGEAV 

VEAIRQGKALEALSLSDLQKFSAVIGDDVYPILA 

LQSCLDKRVAKGGVSPQQVASAI A EAKARLF " 



misc-feature 136504 .. 137784 /gene="argH" 

/locus-tag="YE0121" 
/inf erence= "protein 
motif :PFAM:PF0 02 06" 

/note="Pfam match to entry PF00206 
lyase-1, Lyase, score 606.8, 
E-value 8.1e-180" 
misc-feature 13 73 1 4 .. 13 73 43 /gene="argH" 

/locus-tag="YE0121" 
/ inf erence="protein 
motif :Prosite:PS0 0163" 
/note="PS00163 Fumarate lyases 
signature . " 

gene 138584 .. 140911 /locus-tag="YE0122" 

CDS 138584. .140911 /locus-tag="YE0122" 

/ codon-start=l 
/transl-table=ll 

/product="putative TonB dependent 

receptor protein" 

/protein-id="CAL10263 .1" 

/db-xref="GI : 122087482" 

/db-xref="GOA:AUI25" 

/db-xref="InterPro: IPR000531" 

/db-xref="InterPro: IPR010949" 

/db-xref="InterPro: IPR0112 76" 

/db-xref="InterPro: IPR012910" 

/db-xref="UniProtKB/TrEMBL:AUI2 5" 

/ translation="MEGTSNAHEGDWVYDELHSV 

SEISREQLDSRPARHAADILEQTS 

GVYSSVSQQDPALSVNIRGMQDYGRVNMNIDGMR 

QNFMKSGHGQRNGVMYI DPE I LNN 

WIEKGVTSGIGGAGVIGGIATFNTINASNFLEP 

GKEIGGQIRVLTGDNGTNFIGSAA 

LALGNEYGDI L I AASERNLS DYWPGNKGNMGD I R 

FGTAAERFNYDLKNNKVEYTRYKM 

RSQLTKLGWNLPANQRLMLSYLQTQINSPNASML 

TQIVDKADPYRIIKMGWKNSSVSD 

VLNRNIGLDYSLKPEHIAWLDVAVKVYYVDTDDE 

TNTLCSDAIYCKKFWTQTRLTTRG 

LQLQNTSFFTYADHHQFHINYGLEWFSDRSRGNS 

THETILGLTPPGKRTITSTFAQLN 

YDYDNWLRLEGGLRYDQFRLQGNTWMHSKNFRGN 

YTRENPCNQKTHEQYI INEGRRCS 

FNWP S KMT WE VDRRE QQ L SPTLAIGIKP G VQ W L E 

FFGNYGKSWRPPAITEVLATGSAH 

GHSWTLPNPILAAEHSKAWEAGMNIQHSNLFIAE 

DRLVAKLAYFDTRVTDYINLELSK 

TKPLHGSGDFTNATYINNLLATHFRGLEYQLSYD 

AGVF YTNLNYTRMI GVNT ICS KRA 

WLGGVNGIASNKNYEIYSIDRDDINNIVDCFAAN 

NLFSSSAYLPGDRGSLTLGGRIFD 

KKLDLGTVIRYNKGRQDKSVLNNKGHVNTAYVAD 

WPKYTIFDLYASYKMTNNLTLRSS 

IENITNRAYLI SYGDSLSFAPNRGRTIQGGFEYK 

F" 

misc-feature 140567 .. 140908 /locus-tag="YE0122" 

/ inf erence="protein 
motif :PFAM:PF0 0593" 

/note="Pfam match to entry PF00593 
TonB-boxC, TonB dependent receptor 
C-terminal region, score 31.5, 
E-value 1.3e-06" 



141014. 
141014. 



141649 
141649 



misc-feature 141404 .. 141427 



141797. .142450 
141797. .142450 



142509 . .143150 
142509. .143150 



/locus-tag="YE0123" 

/locus-tag="YE0123" 

/codon-start=l 

/transl-table=ll 

/product="hemophore HasA" 

/protein-id="CAL1026 4. 1" 

/db-xref="GI : 122087483" 

/db-xref="InterPro: IPR010495" 

/db-xref="UniProtKB/TrEMBL:AUI2 6" 

/translation="MLLTIRKFIMTVTIKYQGQF 

SNDTLTSYTKQWATTHGDIKDTEA 

EGYSKDFGQFAGGGWFDGTQYSIGSSHSGSSTGM 

IIEGDLTYNFAQHTLHGKVDSLEL 

GKNLSINSNGIGKQLDQLQLKMSDLDITGEFDPG 

KTMAENHQGDMHKS I YGLMRGNAD 

PLLEVLTAKGIDVNTPLKDMAIASQFEAMVSDMP 

MIDTVGWESSDMLLAA" 

/locus-tag="YE0123" 

/ in ference= "protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/locus-tag="YE0124" 

/locus-tag="YE0124" 

/inf erence="similar to 

sequence : INSDC : AJ41 4159 " 

/note="Similar to Yersinia pestis 

hemophore HasA or Ypo3922 

SWALL:Q8ZA90 (EMBL : AJ41 4 159 ) (205 

aa) fasta scores: E(): 1.5e-05, 

28.05 38d in 221 aa. Note the 

product of this CDS is also 

significantly similar to the CDS 

directly upstream and downstream, 

YE0123, YE0125 and YE0126." 

/ codon-start=l 

/transl-table=ll 

/product="probable hemophore" 

/protein-id="CAL10265. 1" 

/db-xref="GI : 122087484" 

/db-xref="InterPro: IPR010 495" 

/db-xref="UniProtKB/TrEMBL:AUI2 7" 

/ translation="MTITIKYHEKIANETITSYS 

QQWATNFGNMLWTMGVDYTLNASG 

YPIPPADSIKYVAASTHHNQSESNAAIVIALKKV 

AGIENDQSITDLRVSLEFGEALVP 

IANDGTSKHPHQLLLQQVQLDISGLDIRADVESS 

MPTLDYALWQDIYYQGGQNLGIYN 

LLKGNANPLLD I LKAQG I DVNTPVKDMT I ASQFE 

VPTDELLIETVGITDGGNTLLAA" 

/locus-tag="YE0125" 

/locus-tag="YE0125" 

/inf erence="similar to 

sequence: INSDC :AJ41 4159 " 

/inf erence="similar to 

sequence : UniProtKB : Q5 4 45 0" 

/note="Similar to Yersinia pestis 

hemophore HasA or Ypo3922 

SWALL:Q8ZA90 (EMBL : AJ41 4 159 ) (205 

aa) fasta scores: E(): 1.8e-08, 

33.48 38d in 218 aa and Serratia 

marcescens hemophore HasA 



SWALL : HASA-SERMA ( SWALL : Q54450 ) 
(188 aa) fasta scores: E(): 0.051, 
23.38 38d in 201 aa. Note the 
product of this CDS is also 
significantly similar to the CDS 
directly upstream and downstream, 
YE0123,YE0124 and YE0126." 
/ codon-start=l 
/transl-table=ll 
/product="probable hemophore" 
/protein-id="CAL10266 .1" 
/db-xref="GI : 122087485" 
/db-xref="InterPro: IPR010 495" 
/db-xref="UniProtKB/TrEMBL:AUI2 8" 
/ translation="MTITIKYHSQFAEYSVSSYI 
HQWTTAYGDLIQTPTSFKTYGTLS 
NRIDANNNESVQAEFQSFYESNVAMIVGGSRLEQ 
EQGSTSFIMKKQIQTLEFGESLIS 
NADNTGKQLQQLQLKLDGLNIEDDFYPSLCSISQ 
ALDAEPGKPYQGGIDHGTYNLLRG 
KAAPMLEILKAQGINLDSPLKDIAIASQFGWGD 
TP 1 1 DTVGAADN S GIL L AA " 
gene 143211 .. 143819 /locus-tag="YE0126" 

CDS 143211 .. 143819 /locus-tag="YE0126" 

/inf erence="similar to 
sequence : INSDC : AJ41 4159 " 
/note="Similar to Yersinia pestis 
hemophore HasA or Ypo3922 
SWALL:Q8ZA90 ( EMBL : A J 414159) (205 
aa) fasta scores: E(): 2.1e-13, 
28.23 38d in 209 aa. Note the 
product of this CDS is also 
significantly similar to the CDS 
directly upstream, YE0123, YE0124 
and YE0125. " 
/codon-start=l 
/transl-table=ll 
/product="probable hemophore" 
/protein-id="CAL1026 7. 1" 
/db-xref="GI: 122087486" 
/db-xref="InterPro: IPR010 495" 
/db-xref="UniProtKB/TrEMBL:AUI2 9" 
/ translation="MTVTI IFNGNIKDETIYSYT 
HKWIADFNIPTVDGYNFTEFHSIK 
DTISRQYEQFSVTNTSGDKATI IMSGEISFKMCH 
RTIHGKVESLELGKEGVIQNEKNN 
IILEKHLVEPQLIFNGLSI IGDYDNLKITGENQR 
NDVHQMGFNLKAGNADVLLE I L I S 
QGIDVNTPLKDMPIASQFEWANMPI IEWGEAN 
GGGILLAA" 

gene 144005 .. 145786 /locus-tag="YE0127" 

CDS 144005. .145786 /locus-tag="YE0127" 

/ codon-start=l 
/transl-table=ll 

/product="ABC transporter protein" 
/protein-id="CAL10268 . 1" 
/db-xref="GI : 122087487" 
/db-xref="GOA:AUI3 0" 
/db-xref="InterPro: IPR003439" 
/db-xref="InterPro: IPR003593" 
/db-xref="InterPro: IPR010128" 
/db-xref="InterPro: IPR011527" 



misc-feature join (144080 .. 144148, 
144191 . .144259, 
144410. .144478, 
144488 . .144556, 
144794. .144862) 



misc-feature 144083 .. 144883 



misc-feature 145091 .. 145645 



misc-feature 145112 .. 145135 



misc-feature 145421 .. 145465 



145917. .147149 
145917. .147149 



/ db-xref ="UniProtKB/TrEMBL : Al JI3 0 " 

/ translation="MESSQNASASLVSPTLISTL 

GRHKKILWGIGLFTAVINLLMLAP 

AIYMLQVYDRVLASANTMTLLMLTVLVLAIFAFI 

GLLEWVRSAIVIRLGTRIDMQLNQ 

QVFNAAFASNLNGQKVQAAQALNDLTTLRQFATG 

NALFAFFDAPWFPF YLLVI F I LHP 

WLGALAALGAVFL IFLAWLNHWI CRKPLKEAS H I 

T S QATQQANAN LRNAD A I QAMGML 

KALRDRWLKQHSHFLYQQN I AS DKS SRVTAL S KS 

SRQALQSMMLGLGALLVI DGAI TA 

GVMI AGS I LVGRVLGP I DQL I AVWKQWSHTRL AY 

QRLSSLLAQHSQPTTGMVLPPPKG 

KLSVTQLTVCKPGTHIPVLQSINFELQPGGVLGV 

LGPSGSGKSTLAKLLVASQPAFSG 

SVRLDSADLARWDKSHLGEFIGYLPQDIQLFRGS 

IAENIARFGLIDHAKVIAAAQLAD 

VHDLILHLPQGYDTSLGDEGEGLSGGQRQRIALA 

RAMYGVPRLIVLDEPNASLDKVGE 

QALLASISQLKQQGCTIVMVTHKPELLSGSDYLL 

FLQNGQIELFDRTQTILQDGQGKN 

KATTGRNSWGSGMSYGVAPIRTASQKS" 

/locus-tag="YE012 7" 



/ infer ence= "protein 

motif : TMHMM : 2 . 0 " 

/note="5 probable transmembrane 

helices predicted for YE0127 by 

TMHMM2.0 at aa 26-48, 63-85, 

136-158, 162-184 and 264-286" 

/locus-tag="YE012 7" 

/ infer ence= "protein 

motif :PFAM:PF00664" 

/note="Pfam match to entry PF00664 
ABC-membrane, ABC transporter 
transmembrane region, score 19.6, 
E-value 4.6e-05" 
/locus-tag="YE012 7" 
/ infer ence= "protein 
motif :PFAM:PF0 0 0 05" 

/note="Pfam match to entry PF00005 
ABC-tran, ABC transporter, score 
204.6, E-value le-58" 
/locus-tag="YE012 7" 
/ inf erence="protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
/locus-tag="YE012 7" 
/inf erence= "protein 
motif :Prosite:PS00211" 
/note="PS00211 ABC transporters 
family signature." 
/locus-tag="YE012 8" 
/locus-tag="YE0128" 
/codon-start=l 
/transl-table=ll 

/product="HlyD family secretion 
protein" 



/protein-id="CAL10269 .1" 

/db-xref="GI : 122087488" 

/db-xref="GOA:AUI31" 

/db-xref="InterPro: IPR003997" 

/db-xref="InterPro: IPR006143" 

/db-xref="InterPro: IPR010129" 

/ db-xref ="UniProtKB/TrEMBL : Al JI3 1 " 

/ translation="MVCGGFIGSLLWAGLAPLDK 

G I AVMGH I WAENRKL VQP LQGGR 

IQQLHVAEGDDVTQGQLLITLDDTALLSHRDNLQ 

NQYLSALAQESRLTAEQHELPTIT 

FPPALLQHPAQALVERNTVLQQQLFLHRRQAQLS 

DIARLSAQITRHESRLDGLQVARG 

HNQRQFDLFQRQLQGVQLLAKNGHVAQSQLLEME 

RQAISLRANIEKNTSEILELHKQI 

GETEQHILQRREQYKSENREQLAKAQQSTQELEQ 

RLGIAEYELDNTRIYAPVSGTVIA 

LTQHTVGGWSTGQTLMELVPNGQPLLAEAQLPV 

SLIDKVMVGLPVDLNFSAFNQSST 

PRLQGSVLHVGADRIQNSHTLEPYYPLTVAIDIT 

QTELEIRPGMSVDIFIRTGERSLL 

NYLFKPLTDRLHVAFAEE " 

misc-feature 146013 .. 146948 /locus-tag="YE0128" 

/inf erence= "protein 
motif :PFAM:PF00529" 

/note="Pfam match to entry PF00529 
HlyD, HlyD family secretion 
protein, score 152.6, E-value 
4.5e-43" 

gene 147226 .. 148026 /locus-tag="YE0129" 

CDS 147226. .148026 /locus-tag="YE0129" 

/codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10270 .1" 

/db-xref ="GI: 122 0 8 7489" 

/db-xref="GOA:AUI32" 

/db-xref="InterPro: IPR0 0626 0" 

/db-xref="UniProtKB/TrEMBL:AUI3 2" 

/ translation="MIFFWVSALLTSGVHIYLIW 

LLSNTPIPPAYTEVSPVAIMLAVS 

TEPEFTQHMEQDSWGITQNINEPVTELSEHQPE 

EVSHILTAPEHSNAALIVEREVNE 

PPKELNKAKRPQQKVMTPRQPINERTPENHSNPS 

TPAWT S TPL S GE S HRVAAAAN S H 

SLHNQQSKMNWKSRLQGHLAGFKRYPPHARKQRQ 

QGTVIIRFWNKEGDVLSTKLVKS 

SGVIALDQEALAWKRAQPLPQPPVGLLSNEQVS 

LTMPVDFDLKNIRR" 

repeat-region complement ( 148088 .. 1493 /note="label : IS1330 ; IS1330" 
91) 

gene complement ( 148114 .. 1493 /gene="tpnl330" 

07) 

/locus-tag="YE013 0" 
CDS complement ( 148114 .. 1493 /gene="tpnl330" 

07) 

/locus-tag="YE013 0" 
/inf erence="similar to 
sequence: INSDC : AJ344215" 
/inf erence="similar to 
sequence: INSDC :S6 71 19" 



/note="Previously sequenced as 
Yersinia enterocolitica ISlO-like 
transposase for IS1330 element 
SWALL:Q8RSF5 (EMBL:AJ344215) (397 
aa) fasta scores: E(): 
2.6e-162, 99 .24 38d in 397 aa. Also 
similar to Escherichia coli, and 
Salmonella typhi IS 10 transposase 
SWALL:Q53371 ( EMBL : S 6 7 1 1 9 ) (402 
aa) fasta scores: E(): 2e-43, 
35.27 38d in 394 aa" 
/codon-start=l 
/transl-table=ll 

/product="transposase for IS1330" 
/protein-id="CAL10271 .1" 
/db-xref="GI : 122087490" 
/db-xref="GOA:AUI33" 
/db-xref="InterPro: IPR002559" 
/db-xref="UniProtKB/TrEMBL:AUI33" 
/ translation="MLVRKVCQNFFQNALAPFHK 
YRQS ALMDAT VAL INGASLTLTSI 
GRFLPGQAQVKNK I KRVDRL LGNE SLHRDIPLIF 
NNIIAMLTRKLSLCWAVDWSGYH 
SHEYHILRASLICDGRSIPLLSQIVPSAEQQSEQ 
IHKTFLNALARAVNPDARVI IVTD 
AGFQNAWFKH IKS LG'v DFVGRI RGYTRLRLHREG 
DIWYKPQELQARSQPEYLGPGTLS 
RTQYARCEGHFYLYKKAPKGRKNRRSRGRIKRYK 
QERDGRSSAKTPWLLFTSSDDFRP 
REVIKIYSRRMQIEQNFRDEKSERFGFGLRASRS 
RTTERMQVLSLLATLSTIVMWLMG 
YHFENKGLHVRYQANSVKSRRVISYLTLAENVLR 
HSPLILRRIALNSALNHLARAYRN MVLVY" 
misc-feature complement ( 148318 .. 1490 /gene="tpnl330" 
37) 

/locus-tag="YE013 0" 
/ infer ence= "protein 
motif :PFAM:PF01609" 

/note="Pfam match to entry PF01609 
Transposase-11, Transposase DDE 
domain, score 52.8, E-value 
4.8e-13" 

gene complement ( 149422 .. 1508 /locus-tag="YE0131" 

70) 

CDS complement ( 149422 .. 1508 /locus-tag="YE0131" 

70) 

/codon-start=l 
/transl-table=ll 
/product="putative pyridine 
nucleotide-di sulphide 
oxidoreductase" 
/protein-id="CAL10272 .1" 
/db-xref="GI : 122087491" 
/db-xref="GOA:AUI3 4" 
/db-xref="InterPro: IPR000815" 
/db-xref="InterPro: IPR001100" 
/db-xref="InterPro: IPR001327" 
/db-xref="InterPro: IPR004099" 
/db-xref="InterPro: IPR013027" 
/db-xref="UniProtKB/TrEMBL:AlJI3 4" 
/ trans 1 at ion="MKTLNVDVAVIGGGTAGLGA 
YRAAKLATPNWMIEGGEYGTTCA 



RVGCMPSKLLIAAAEAVHQIEKAPDFGIHPQGDI 
LINGREVMDRVKRERDRFVGFVLE 
GVDN I PANDK I QGYAHF IDDNTLQVDDHTRI VAQ 
RIVIATGSRPSWPAAWNELGDRLI 
VNDDVFNWDDLPESVAVFGPGVIGLELGQALHRL 
GVQVKMFGVGGGVGPLTDS I VRNY 
AAKTLGEEFYLNPDVKVEVMQREGDKVFIRYLDD 
AGLPQEIMVDYVLAATGRRPNVDK 
LSLENTSLVLDDRGVPPADRLTMQTSVPHIFIAG 
DASNQLPLLHEASDQARIAGVNAG 
GFPEVIPGLRRSPISWFSDPQIAMVGSTFRELS 
QKFSACGCFEIGEVSFENQGRSRV 
MLKNKG I LRVYGEQGTGRFLGAEMMGP S AEH I AH 
LLAWAHQQQMT INQMLDMPF YHPV 
IEEGLRTALRDLQSKLKLGTDEAERCLRCPGE " 
misc-feature complement ( 149494 .. 1498 /locus-tag="YE0131" 
26) 

/ inf erence="protein 
motif :PFAM:PF02852" 

/note="Pfam match to entry PF02852 
pyr-redox-dim, Pyridine 
nucleotide-di sulphide 
oxidoreductase, dimerisation 
domain, score 48.8, E-value 
7.9e-12" 

misc-feature complement ( 149908 .. 1508 /locus-tag="YE0131" 

52) 

/ inf erence="protein 
motif :PFAM:PF0 0 0 70" 
/note="Pfam match to entry PF00070 
pyr-redox, Pyridine 
nucleotide-disulphide 
oxidoreductase, score 
150. 3, E-value 2.2e-42" 
gene complement ( 151070 .. 1518 /locus-tag="YE0132" 

01) 

CDS complement ( 151070 .. 1518 /locus-tag="YE0132" 

01) 

/codon-start=l 
/transl-table=ll 
/product=" putative 

peroxiredoxin/ glutaredoxin family 
protein" 

/protein-id="CAL10273 .1" 
/db-xref="GI : 122087492" 
/db-xref="GOA:AUI35" 
/db-xref="InterPro: IPR002109" 
/db-xref="InterPro: IPR011767" 
/db-xref="InterPro: IPR011906" 
/db-xref="InterPro: IPR012335" 
/db-xref="InterPro: IPR013740" 
/db-xref="InterPro: IPR014025" 
/db-xref="UniProtKB/TrEMBL:AUI3 5" 
/ trans lation="MFTSQEGKKVPQVTFHTRQG 
DQWVDVT TDELFNNKTVIVFSLPG 
AFTPTCSSSHLPRYNELAGVFKQHGVDSILCVSV 
NDTFVMNAWKADQHAENITFIPDG 
NGEFTKGMDMLVEKADLGFGPRSWRYSMLVRNGV 
VEKMFVEPNKPGDPFEVSDADTML 
KYLAPDFKVQESVSVFTKPGCPFCAKAKQMLQDR 
GIQYEEIVLGKDATTVSLRAVTGR 
GTVPQVFIGGRHIGGSDDLENYLSA" 



misc-feature complement ( 151118 .. 1512 /locus-tag="YE0132" 
88) 

/inf erence= "protein 
motif :PFAM:PF0 0 462" 

/note="Pfam match to entry PF00462 
glutaredoxin, Glutaredoxin, score 
42.7, E-value 5.5e-10" 
misc-feature complement ( 151229 .. 1512 /locus-tag="YE0132" 
79) 

/ inf erence="protein 
motif :Prosite:PSO 0195" 
/note="PS00195 Glutaredoxin active 
site. " 

misc-feature complement ( 151319 .. 1517 /locus-tag="YE0132" 
86) 

/ inf erence="protein 
motif :PFAM:PF0 0578" 

/note="Pfam match to entry PF00578 
AhpC-TSA, AhpC/TSA family, score 
159.1, E-value 4.8e-45" 

gene 151949 .. 152881 /gene="oxyR" 

/locus-tag="YE0133" 

CDS 151949. .152881 /gene="oxyR" 

/locus-tag="YE0133" 
/codon-start=l 
/transl-table=ll 
/product="oxidative stress 
transcriptional regulatory 
protein" 

/protein-id="CAL10274. 1" 

/db-xref="GI: 122087493" 

/db-xref="GOA:AUI36" 

/db-xref="InterPro: IPR000847" 

/db-xref="InterPro: IPR0 05119" 

/db-xref="InterPro: IPR011991" 

/db-xref="UniProtKB/TrEMBL:AUI3 6" 

/ translation="MNIRDLEYLVALAEFRHFRR 

AADSCHVSQPTLSGQIRKLEDELG 

VML LE RT SRKVLFT Q AG LLLVE Q ART VL RE VK VL 

KEMASLQGESMSGPLHIGLIPTVG 

PYLLPQIIPMLHQTFPKLEMYLHEAQTQNLLAQL 

DSGKLDCAILALVKETEAFIEVPL 

FDEPMQLAIYADHPWADRDKVQMHELAGEKLLML 

EDGHCLRDQAMGFCFQAGADEDTH 

FRATSLETLRNMVAAGSGITLLPSLAVPNERKRD 

GVCYLECYKPVPKRTIALVYRPGS 

PLRGRYEQLAEAIREHMQPRMNSDVINQKLEQAV 

misc-feature 151955 .. 152134 /gene="oxyR" 

/locus-tag="YE0133" 
/inf erence= "protein 
motif :PFAM:PF0 0126" 

/note="Pfam match to entry PF00126 
HTH-1, Bacterial regulatory 
helix-turn-helix protein, lysR 
family, score 97.2, E-value 
2.1e-26" 

misc-feature 151994 .. 152059 /gene="oxyR" 

/locus-tag="YE0133" 
/not e=" Predicted helix- turn-helix 
motif with score 1674.000, SD 4.89 
at aa 16-37, sequence 



RHFRRAADSCHVSQPTLSGQIR" 
misc-feature 151997 .. 152089 /gene="oxyR" 

/locus-tag="YE0133" 
/inf erence=" protein 
motif :Prosite:PS0 0 0 44" 
/note="PS00044 Bacterial 
regulatory proteins, lysR family 
signature . " 

misc-feature 152204 .. 152830 /gene="oxyR" 

/locus-tag="YE0133" 
/ inf erence="protein 
motif :PFAM:PF03 466" 

/note="Pfam match to entry PF03466 
LysR-substrate, LysR substrate 
binding domain, score 202.6, 
E-value 3.9e-58" 
gene complement ( 152864 .. 1542 /gene="sthA" 

64) 

/locus-tag="YE013 4" 
/note="synonyms : sth, udhA" 
CDS complement ( 152864 .. 1542 /gene="sthA" 

64) 

/locus-tag="YE013 4" 
/codon-start=l 
/transl-table=ll 
/product="soluble pyridine 
nucleotide transhydrogenase" 
/protein-id="CAL102 75. 1" 
/db-xref="GI : 122087494" 
/db-xref="GOA:AUI3 7" 
/db-xref="InterPro: IPR000815" 
/db-xref="InterPro: IPR001100" 
/db-xref="InterPro: IPR0 0132 7" 
/db-xref="InterPro: IPR0 0 4099" 
/db-xref="InterPro: IPR013027" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
13 7" 

/ translation="MQQHFHFDAIVIGSGPGGEG 
AAMGLVKQGARVAVIERYNNVGGG 
CTHWGTIPSKALRHAVSRI IEFNQNPLYSDNART 
ISSSFSDILNHADRVINQQTRMRQ 
GFYDRNHCQMFSGDASFIDANTINVRYADGTNDT 
LRADNIVIATGSRPYRPANVDFTH 
ERIYDSDTILQLSHEPQHVI IYGAGVIGCEYASI 
FRGLSVKVDLINTRDRLLAFLDQE 
MSDALSYHFWNNGWIRHNEEFEQIEGTVDGVIV 
HLKSGKKVKADCLLYANGRTGNTS 
GLGLEKIGLEADSRGLLKVNSMYQTALSHVYAVG 
DVI G YP S L AS AAYDQGR I AAQ AM I 
KGEANTHLIEDIPTGIYTIPEISSVGKTEQDLTA 
MKVPYEVGRAQFKHLARAQ I VGMD 
TGSLKILFHRETKQILGIHCFGERAAEI IHIGQA 
IMEQKGEGNTIEYFVNTTFNYPTM 
AEAYRVAALNGLNRLF " 
misc-feature complement ( 152891 .. 1532 /gene="sthA" 
29) 

/locus-tag="YE013 4" 
/inf erence=" protein 
motif :PFAM:PF02 852" 

/note="Pfam match to entry PF02852 
pyr-redox-dim, Pyridine 
nucleotide-di sulphide 



154470. 
154470. 



155114 
155114 



oxidoreductase, dimerisation 
domain, score 134.6, E-value 
1.2e-37" 

misc-f eature complement ( 153302 .. 1542 /gene="sthA" 
43) 

/locus-tag="YE013 4" 
/inf erence=" protein 
motif : PFAM: PFO 0 0 7 0" 

/note="Pfam match to entry PF00070 
pyr-redox, Pyridine 
nucleotide-di sulphide 
oxidoreductase, score 
251. 7, E-value 6.7e-73" 
misc-f eature complement ( 153698 .. 1537 /gene="sthA" 
30) 

/locus-tag="YE013 4" 
/ inf erence="protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
/locus-tag="YE0135" 
/locus-tag="YE0135" 
/codon-start=l 
/transl-table=ll 
/product="TetR-f amily 
transcriptional regulatory 
protein" 

/protein-id="CAL10276 .1" 
/db-xref="GI: 122087495" 
/db-xref="GOA:AUI3 8" 
/db-xref="InterPro: IPR001647" 
/db-xref =" InterPro : IPR0 122 8 7" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
138" 

/ translation="MGTIMGVRAQQKERTRRSLI 
EAAFSQLSAERSFASLSLREVSRE 
AGIAPTSFYRHFRDVDELGLTMVDESGLMLRQLM 
RQARQRIAKGGSVIRTSVSTFMEF 
IGNNPNAFRLLLRERSGTSAAFRAAVAREIQHFI 
AELADYLELENHMPRSFTEAQAEA 
MVTIVFSAGAEVLDVDAEQRRQLEERLVLQLRMI 
SKGAYYWYRREQEKLAVSRA" 
/locus-tag="YE0135" 
/ inf erence="protein 
motif :PFAM:PF00440" 

/note="Pfam match to entry PF00440 
tetR, Bacterial regulatory 
proteins, tetR family, score 46.6, 
E-value 3.7e-ll" 
/locus-tag="YE0135" 
/not e=" Predicted helix- turn-helix 
motif with score 1615.000, SD 4.69 
at aa 36-57, sequence 
LSLREVSREAGIAPTSFYRHFR" 
/gene="yi jD" 
/locus-tag="YE0136" 
/gene="yi jD" 
/locus-tag="YE0136" 
/ codon-start=l 
/transl-table=ll 
/product="putative membrane 



misc-feature 154524 .. 154667 



misc-feature 154575 .. 154640 



gene 
CDS 



155245. .155607 



155245. .155607 



join (155287 . . 155355, 
155389. .155448, 
155458. .155526) 



misc-feature 155380 .. 155412 



complement (155840 . 
43) 



complement (155840 . 
43) 



misc-feature 



complement ( 155870 . 
02) 



protein" 

/protein-id="CAL10277. 1" 
/db-xref="GI : 122087496" 
/db-xref="InterPro: IPR009867" 
/db-xref="UniProtKB/TrEMBL:AUI3 9" 
/ translation="MITGLAINGSFNALFSGFVP 
FSVFPLLTLILAVYCLHQRYLNFA 
MPQGLPVLAGACFLLGILLYSAIVRVEHPAIGSN 
FVPSILSWLVFWILFKLKARKSA 
QTDINADTDTDIDNQQPQ" 
/gene="yi jD" 



/locus-tag="YE0136" 

/inf erence=" protein 

motif :TMHMM: 2.0" 

/note="3 probable transmembrane 

helices predicted for YE0136 by 

TMHMM2.0 at aa 15-37, 49-68 and 

72-94" 

/gene="yi jD" 
/locus-tag="YE0136" 
/inf erence= "protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
/gene="trmA" 

/locus-tag="YE013 8" 
/gene="trmA" 



/locus-tag="YE0138" 
/codon-start=l 
/transl-table=ll 
/product="tRNA 

(uracil-5) -methyltransf erase" 
/protein-id="CAL10278 .1" 
/db-xref="GI: 122087497" 
/db-xref="GOA:AUI40" 
/db-xref="InterPro: IPR010280" 
/db-xref="InterPro: IPR011869" 
/db-xref="UniProtKB/TrEMBL:AUI40" 
/ translation="MTPDILPTDGYEHQLAEKSA 
RLQAMMSPFQAPAAEIFRSPAEHY 
RMRAEFRVWHDEDDLYHIMFDQQTKLRIRVEQFP 
VASLLINRLMSALMTAIRAEPILR 
HKLFQIDYLSTLSGKLLATLLYHRPLDEEWQQKA 
RELRDQLREQGFDLQLIGRASKTK 
IMLDHDYIDEVLPVAGRDMIYRQVENSFTQPNAA 
VNIHMLEWAIDVTQHASGDLLELY 
CGNGNFSLALARNFDRVLATEIAKPSVAAAQYNI 
AANH I DNVQ 1 1 RMS AEEF TQAMQG 
VREFNRLKGIDLTSYNCETIFVDPPRSGLDDETV 
KLVQAYPRILYISCNPETLCANLE 
QLQYTHKISRLALFDQFPYTHHMECGVLLEKRD" 
.1559 /gene="trmA" 

/locus-tag="YE013 8" 
/ inf erence="protein 
motif :Prosite:PS0 1231" 
/note="PS01231 RNA 



156< 



methyltransf erase trmA family 
signature 2 . " 

misc-f eature complement ( 155960 .. 1560 /gene="trmA" 
49) 

/locus-tag="YE013 8" 
/inf erence=" protein 
motif :Prosite:PS0123 0" 
/note="PS01230 RNA 
methyltransf erase trmA family 
signature 1 . " 

misc-RNA 157085 .. 157301 /note="Cobalamin riboswitch 

(RF00174) as predicted by Rfam, 
score 104.18, positions 1 to 190" 

gene 157369 .. 159267 /gene="btuB" 

/locus-tag="YE0139" 

CDS 157369. .159267 /gene="btuB" 

/locus-tag="YE0139" 
/inf erence="similar to 
sequence: INSDC : AJ41 4159 " 
/inf erence="similar to 
sequence : UniProtKB : P06 129" 
/note="Similar to Escherichia coli 
vitamin B12 receptor precursor 
Btub or Bfe or Cer or DcrC or 
B3966 SWALL:BTUB-ECOLI 
(SWALL:P06129) (614 aa) fasta 
scores: E(): 2.3e-123, 52.7 38d in 
628 aa, and to Yersinia pestis 
putative vitamin B12 receptor 
protein Ypo3910 SWALL:Q8ZAA1 
(EMBL:AJ414159) (625 aa) fasta 
scores: E(): 5 . 4e-144, 58 . 45 38d in 
633 aa" 

/codon-start=l 

/transl-table=ll 

/product="exported vitamin B12 

receptor protein" 

/protein-id="CAL10279 .1" 

/db-xref="GI: 122087498" 

/db-xref="GOA:AUI41" 

/db-xref="InterPro: IPR000531" 

/db-xref="InterPro: IPR010101" 

/db-xref="InterPro: IPR010917" 

/db-xref="InterPro: IPR012910" 

/db-xref="UniProtKB/TrEMBL:AUI41" 

/ translation="MTTKNTITIKKYTLLTALSV 

TAFSGWAQGNTATGNKDEMWTAS 

RFKQPVSTVLAPADWTRDD I DRWQAKS LNEVMR 

RLPGVD I AQFGGVGQGS SMY I RGT 

EARHVL I L I DG I P LARTG I VN S VNL DQ I P I S L VQ 

RVEYIRGPRSAVYGSGAIGGVINV 

ITQTDQEGAQINAGIGSKGYQQYDGSVRQRFGDT 

LATLAGGYQT SNGYN IKPDSPNPI 

DNDRDGFRNKNFWAGLEHQFSQEISGFIRGYGYT 

NNSDYDIGSLSSPAYSGDEERLYN 

HTYDAGLRYASGAYSSQLIGSYQKYKDYNFSSQY 

GRYGVAT T L DNMDQRNVQ WGN T Y S 

FESGTLSAGLDWQQQRLTSSSQTISDTYKRDNTG 

LYLSGQQKIGNVTLEASGRGDKDE 

QFGWHETWQTAAGWEFVPDYRVTLSYGTGFLAPS 

LGQQYGSQRFDI ISNSDLKPEESR 

QWEAGLEGVTGPLDWRLSAYHNKIENLIDYSFDN 



misc-feature 158959 .. 159264 



misc-feature 159211 .. 159264 



gene 
CDS 



159212. .160075 



159212. .160075 



isc-feature 159293 .. 159943 



misc-feature 159488 .. 159514 



misc-feature 159821 .. 159853 



SIFKGHYYNVNSATIKGVEWTGNL 

TTGIFTHGVTLQYIDPRNDLNNEVLARRSKQQAK 

YQLDWTMFNLDIDISYQYYGKRYD 

NSTSAYSSTQRELSSYSTVDVSAGYPVTSHLTVR 

GRIANLFDKEYETAYGYKTAGREY YLTGSYNF " 

/gene="btuB" 

/locus-tag="YE0139" 

/ inf erence="protein 

motif :PFAM:PF0 0593" 

/note="Pfam match to entry PF00593 

TonB-boxC, TonB dependent receptor 

C-terminal region, score 71.2, 

E-value 1.4e-18" 

/gene="btuB" 

/locus-tag="YE0139" 

/ inf erence="protein 

motif :Prosite:PS01156" 

/note="PS01156 TonB-dependent 

receptor proteins signature 2." 

/ gene="mur I " 

/locus-tag="YE0140" 

/note="synonyms : dga, glr" 

/ gene="mur I " 

/locus-tag="YE0140" 

/codon-start=l 

/transl-table=ll 

/product="putative glutamate 

racemase" 

/protein-id="CAL10280 . 1" 
/db-xref="GI: 122087499" 
/db-xref="GOA:AUI42" 
/db-xref="InterPro: IPR001920" 
/db-xref="InterPro: IPR0 0 4391" 
/db-xref="InterPro: IPR0159 42" 
/db-xref="UniProtKB/Swiss-Prot:AlJ 
142" 

/ translation="MAIKPLDESITSREAITSKA 

DTAPRPTALIFDSGVGGLSVYQEI 

RQLLPDLHYIYAFDNVAFPYGEKSGEFIVERVLE 

IVTAVQQRHPLAIWIACNTASTV 

SLPALRERFTFPWGWPAIKPAVRLTRNGWGL 

LATRGTVHASYTQDLIERFATDCK 

IELLGSSELVELAETKLHGGWPKEALKKILHPW 

LAMREPPDTIVLGCTHFPLLTEEL 

AQVLPEGTRMVDSGAAI ARRTAWL I S SQENVI S S 

DEENIAYCMALNADTDALLPVLQG 

YGFPSLEKLPI " 

/ gene="mur I " 

/locus-tag="YE0140" 

/inf erence=" protein 

motif : PFAM: PF0 1 17 7" 

/note="Pfam match to entry PF01177 

Asp-Glu-race, Asp/Glu/Hydontoin 

racemase, score 337.7, E-value 

8.3e-99" 

/ gene="mur I " 

/locus-tag="YE0140" 

/inf erence=" protein 

motif :Prosite:PS0 0923" 

/note="PS00923 Aspartate and 

glutamate racemases signature 1." 

/gene="murl " 



160552. .162040 
160552. .162040 



162169. .162245 
162169. .162245 



162320. .162395 
162320. .162395 



162741 . . 165734 
162741. .165734 



165734. .165970 
165734. .165970 



166090. .166166 
166090. .166166 



166220. .166295 
166220. .166295 



166814. .167770 
166814. .167770 



sig-peptide 



166814. .166876 



/locus-tag="YE0140" 
/ inf erence="protein 
motif :Prosite:PS0 092 4" 
/note="PS00924 Aspartate and 
glutamate racemases signature 2." 
/gene="16S rRNA" 
/gene="16S rRNA" 
/product="16S ribosomal RNA" 
/note="match to 16S-rRNA 1..1461 
(Y.enterocolitica 16S)" 
/gene="tRNA-Ile (GAT)" 
/gene="tRNA-Ile (GAT)" 
/product="tRNA-Ile" 
/note="codon recognized: AUC" 
/gene="tRNA-Ala ( TGC ) " 
/gene="tRNA-Ala (TGC)" 
/product="tRNA-Ala" 
/note="codon recognized: GCA" 
/gene="23S rRNA" 
/gene="23S rRNA" 
/product="23S ribosomal RNA" 
/note="match to 23S-rRNA 1..2994 
(Y. enterocolitica 23S 
EMBL:U77925, Y.pestis KIM 98 
38dentity, Citrobacter freundii 
23S EMBL:U77928 94 38dentity)" 
/gene="5S rRNA" 
/gene="5S rRNA" 
/product="5S ribosomal RNA" 
/note="match to 5SrRNA 1..240 
Y. enterocolitica" 
/gene="tRNA-Asp (GTC) " 
/gene="tRNA-Asp (GTC)" 
/product="tRNA-Asp" 
/note="codon recognized 
/gene="tRNA-Trp (CCA)" 
/gene="tRNA-Trp (CCA)" 
/product="tRNA-Trp" 
/note="codon recognized: 
/locus-tag="YE0141" 
/locus-tag="YE0141" 
/codon-start=l 
/transl-table=ll 
/product="putative periplasmic 
protein precursor" 
/protein-id="CAL10281 . 1" 
/db-xref="GI : 122087500" 
/db-xref="InterPro: IPR001761" 
/db-xref="UniProtKB/TrEMBL:AUI43" 
/ translation="MYRRLLLAAAVTAAMCSAVQ 
AAPLWGFSQIGSESGWRSAETKV 
SKQEAEKRGITLKIADAQQKQENQIKAVRSFIAQ 
GVDAIFIAPWATGWTPVLQEAKE 
AKIPVFLLDRMIEVNDPSLYTAAVASDSVYEGKV 
AGEWLLKDVAGKPCNWELQGTVG 
SSVAINRKKGFADGIASAPNVKI IRSQSGDFTRS 
KGKEVME S F I KAEQNGKN I CAVYA 
HNDDMAIGAIQAIKEAGLKPGSEIKIVSIDGVPD 
IFKAMSSGEANATVELTPNMAGPA 
FDALIALKKDGTQPPKFIQTESRLLQPDTAKQEY 
ESKKSLGY" 

/locus-tag="YE0141" 



GAC " 



UGG" 



/note="Signal peptide predicted 
for YE0141 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.998 between residues 21 and 22" 

misc-feature 166826 .. 166894 /locus-tag="YE0141" 

/ infer ence= "protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted for YE0141 by 
TMHMM2.0 at aa 5-2 7" 

misc-feature 166880 .. 167743 /locus-tag="YE0141" 

/ inf erence="protein 
motif :PFAM:PF0 0532" 

/note="Pfam match to entry PF00532 
Peripla-BP-like, Periplasmic 
binding proteins and sugar binding 
domain of the Lad family, score 
2.7, E-value le-05" 

gene 167855 .. 169345 /locus-tag="YE0142" 

CDS 167855. .169345 /locus-tag="YE0142" 

/codon-start=l 
/transl-table=ll 

/product="putative sugar transport 

system ATP-binding protein" 

/protein-id="CAL10282 .1" 

/db-xref="GI : 122 0 8 7501" 

/db-xref="GOA:AUI44" 

/db-xref="InterPro:IPR003439" 

/db-xref="InterPro: IPR003593" 

/db-xref="UniProtKB/TrEMBL:AUI44" 

/ trans lation="METLLEVRGLSVEFPGVKAL 

DSVDFSLQRGEWALLGENGAGKS 

TLIKALTGVYKRAAGEVYLDSVAICPIDTADAQK 

MGIGTVYQEVNLLPNISIAANLFI 

GREPLRWGLIDHRAMNQQATKLLKGYGLELDVQR 

PLADFSIAIQQIVAIARAVDLSAK 

VLILDEPTASLDAKEVSMLLDILRQLRDQGIGMV 

FVTHFLDQVYRISDRITVLRNGKL 

VGTKNTTELPRIELVQMMLGHSFDEQLLKRGEHN 

IAVSNPLVEFKNYSRRGWENFDL 

SVSPGEIVGLAGLLGSGRTETAQLIFGVTTPDTG 

EAKIQGKPVKIRTPRKASRYGFGY 

CPEDRKTDG I VGAATVREN I I LALQAQRGWLRP I 

SIREQTQIAEDFIQQLGIRTPGPE 

QQIQYLSGGNQQKVLLARWLATKPRFLILDEPTR 

GI DVGAHAE I I RL I EKLCNEGLAL 

LIISSELEELAGYADRVIVLRDRRHIAQLGHDEI 

SVPAIMQAIAVQ" 

misc-feature 167942 .. 168502 /locus-tag="YE0142" 

/inf erence=" protein 
motif :PFAM:PF00005" 

/note="Pfam match to entry PF00005 
ABC-tran, ABC transporter, score 
196.8, E-value 2.1e-56" 

misc-feature 167963 .. 167986 /locus-tag="YE0142" 

/ inf erence="protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

misc-feature 168695 .. 169273 /locus-tag="YE0142" 

/ inf erence="protein 



misc-feature 169046 .. 169090 



169357. .170376 
169357. .170376 



misc-feature 



join (169432 . . 169500, 
169561 . . 169629, 
.169755, 
.169836, 
.169947, 
.170097, 
.170184, 
.170271, 
.170361) 



169687. 
169768. 
169879. 
170029. 
170125. 
170203 . 
170299 



170376. .171344 
170376 . .171344 



motif :PFAM:PF0 0 0 05" 

/note="Pfam match to entry PF00005 
ABC-tran, ABC transporter, score 
101.9, E-value 8.2e-28" 
/locus-tag= "YE0142" 
/inf erence=" protein 
motif :Prosite:PS00211" 
/note="PS00211 ABC transporters 
family signature." 
/locus-tag="YE0143" 
/locus-tag="YE0143" 
/codon-start=l 
/transl-table=ll 

/product="putative sugar transport 
system permease" 
/protein-id="CAL10283 .1" 
/db-xref="GI : 122087502" 
/db-xref="GOA:AUI45" 
/db-xref="InterPro: IPR001851" 
/db-xref="UniProtKB/TrEMBL:AUI45" 
/ translation="MGNRSLSMPQRPRKVKWVLP 
KGATQFGALIVILLIDSLVAPHFF 
SIHIQDGRLFGSVIDILNRGAPVALLALGMTLVI 
ATGG I DL S VG AVMA I AG AT AAT L T 
SAGHPFFTVLVAALAVGALCGLWNGFLVAVLQIQ 
PIVATLMLMVAGRGIAQLITEGQI 
VTFDSGGLAELGSSTLMYMPMSWIAFSMLI IVW 
LLTRKTALGLFIESVGINLRSARN 
AGVSTRLVLISVYVICGVCAAVAGI IVTADIRGA 
DANNAGLWLEL DAI LAWI GGASL 
MGGRFNLLLSVIGALIIQGMNTGILLSGYQPEFN 
LVLKAIWLAVLWQSPMISLSHI FRRRK" 
/locus-tag="YE0143" 



/ inf erence="protein 

motif :TMHMM: 2.0" 

/note="9 probable transmembrane 

helices predicted for YE0143 by 

TMHMM2.0 at aa 26-48, 69-91, 

111-133, 138-160,175-197, 225-247, 

257-276, 283-305 and 315-335" 

/locus-tag="YE0144" 

/locus-tag="YE0144" 

/codon-start=l 

/transl-table=ll 

/product="putative sugar transport 
system permease" 
/protein-id="CAL102 8 4. 1" 
/db-xref="GI : 122087503" 
/db-xref="GOA:AUI46" 
/db-xref="InterPro: IPR001851" 
/db-xref="InterPro: IPR006162" 
/db-xref="UniProtKB/TrEMBL:AUI46" 
/ translation="MLKRNIPLLITIAVFILGYA 
FCLSQFPSFSSTRVWCDLLTDNAF 



LGIVAVGMTFVILSGGIDLSVGSVIAFTGVLLAK 
L I GT YG I HPMYAFAI VL VMGAMFG 
AFMGWIIDSLKLPAFI ITLAGMFFVRGMSFIVSE 
ESIPIDHPIYSTLANYAWKVPGGG 
RFTLLALIMLLWAFGILLAHRTRFGHNVYAIGG 
N S VS AALMGVP VRQ TTIKIYMLSS 
TLAALSGIVFSLYTSAGYALAASGVELDAIAAW 
IGGTLLTGGIGTVFGTLFGVLIQG 
LIQSYITFDGTLSSWWTKIVIGILLFSFIAIQKA 
MSAFYLNRRARP " 

sig-peptide 170376 .. 170465 /locus-tag="YE0144" 

/note="Signal peptide predicted 
for YE0144 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.989) 
with cleavage site probability 
0.851 between residues 30 and 31" 

misc-feature 170466 .. 171329 /locus-tag="YE0144" 

/ inf erence="protein 
motif :PFAM:PF02 653" 

/note="Pfam match to entry PF02653 
BPD-transp-2 , Branched-chain amino 
acid transport system / permease 
component, score -43.8, E-value 
0.00011" 

misc-feature 170946 .. 170993 /locus-tag="YE0144" 

/inf erence= "protein 
motif :Prosite:PS0 0 012" 
/note="PS0 0 012 Phosphopantetheine 
attachment site." 

gene complement ( 171355 .. 1722 /locus-tag="YE0145" 

36) 

CDS complement (171355. .1722 /locus-tag="YE0145" 

36) 

/codon-start=l 
/transl-table=ll 
/product="LysR-f amily 
transcriptional regulatory 
protein" 

/protein-id="CAL102 85. 1" 
/db-xref="GI: 122087504" 
/db-xref="GOA:AUI47" 
/db-xref="InterPro: IPR000847" 
/db-xref="InterPro: IPR005119" 
/db-xref="InterPro: IPR011991" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
147" 

/ translation="MDTELLKTFLEVSRTRHFGR 
AAESLYLTQSAVSFRIRQLENQLG 
ANLFTRHRNNIRLTPAGERLLPYAETLMSTWQLA 
KKEVAHSLQHTELSIGATASLWEA 
YLTPWLQQLYKQRETLRLEARIALRQSLVKQLHE 
RQLDLLITTEPPKMDELASLLLGH 
FSLRLFSSIPFELPEKTDDGTEHKNANEAPYIKL 
EWGADFHQQESRLLNSEQMPVLTT 
TSAHLTRQLLDTTGGCAFLPEHWQKEYPELWNA 
DIPPIVRPLYAVWLQNSDQQTLIR 
QLLKTPMNNAAQSAIRD" 
misc-feature complement ( 171376 .. 1719 /locus-tag="YE0145" 
87) 

/ inf erence="protein 
motif :PFAM:PF03 466" 

/note="Pfam match to entry PF03466 



misc-f eature complement ( 172051 . . 
30) 



misc-f eature complement ( 172096 . . 
88) 



misc-f eature complement ( 172126 . . 
91) 



gene 172356 .. 172694 

CDS 172356 .. 172694 



gene complement ( 1 72 79 8 . . 

21) 

CDS complement ( 172798 . . 

21) 



LysR-substrate, LysR substrate 
binding domain, score 56.9, 
E-value 3e-14" 
1722 /locus-tag="YE0145" 

/inf erence=" protein 
motif :PFAM:PF0 0126" 

/note="Pfam match to entry PF00126 
HTH-1, Bacterial regulatory 
helix-turn-helix protein, lysR 
family, score 97.3, E-value 2e-26" 
1721 /locus-tag="YE0145" 

/ inf erence="protein 
motif :Prosite:PS0 0 0 44" 
/note="PS00044 Bacterial 
regulatory proteins, lysR family 
signature . " 
1721 /locus-tag="YE0145" 

/note=" Predicted helix-turn-helix 

motif with score 1285.000, SD 3.56 

at aa 16-37, sequence 

RHFGRAAESLYLTQSAVSFRIR" 

/locus-tag="YE0146" 

/locus-tag="YE0146" 

/codon-start=l 

/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10286 .1" 
/db-xref="GI: 122087505" 
/db-xref="InterPro: IPR007335" 
/db-xref="UniProtKB/TrEMBL:AUI48" 
/ translation="MADSFITTNRFFDNKHYPRG 
FSRHGDFTIKEAQLLERHGYAFNE 
LDLGKREPVTEEEQLFVAVCRGEREPVSAEEKVW 
SKYVTRTRRPKRFHTLSGGKPQMD 
AVEDYTDSDD" 
1743 /locus-tag="YE0147" 

1743 /locus-tag="YE0147" 

/ codon-start=l 

/transl-table=ll 

/product="putative magnesium 

chelatase family protein" 

/protein-id="CAL10287 . 1" 

/db-xref="GI : 122087506" 

/db-xref="GOA:AUI49" 

/db-xref="InterPro: IPR0 0 0523" 

/db-xref="InterPro: IPR001208" 

/db-xref="InterPro: IPR003593" 

/db-xref="InterPro: IPR004482" 

/db-xref="UniProtKB/TrEMBL:AUI49" 

/ translation="MSLATIYTRATLGIQAPSVT 

VEVHISNGLPGLVLVGLPETTVKE 

ARDRVRSALINSGFTFPAKRITVSLAPADLPKEG 

GRYDLPIALAILAASEQIPADKLA 

HYEFLGELALSGALRRISGAIPAALASSQAQRQL 

ILPSENSLEIGLIAQGNSRVADHL 

LAVCSFLQGENTLAQGQRLEATQDWDNRLDLQDI 



IGQSQAKRALE I AAAGGHNLLLLG 
PPGTGKTMLANRLTSLLPPLTDQEALEAAAINGL 
SHSNELPAQWRCRAFRAPHHSASM 
AALIGGGSIPRPGEISLAHNGVLFLDELPEFERR 
VLDSLREPLESGEI I I SRAAAKVC 
FPAKVQLIAAMNPSPSGHYQGIHNRAPPQQVLRY 
LAKLSGPFLDRFDLSIEVPLLPAG 
MLGTQKHQGENSKTVRQRVLQARKKQLDRAGKTN 
KQLNSQEIAEYCYLVPEDAVFLEQ 
VLLKLGLSVRTWHHILKVARTIADLALEDNIQKN 
HLSEALSYRCMDRLLSQLHKSLM" 
misc-feature complement ( 172921 .. 1729 /locus-tag="YE0147" 
86) 

/not e=" Predicted helix- turn-helix 
motif with score 1104.000, SD 2.95 
at aa 446-467, sequence 
VFLEQVLLKLGLSVRTWHHILK" 
misc-feature complement ( 173290 .. 1742 /locus-tag="YE0147" 
67) 

/inf erence=" protein 
motif :PFAM:PF01078" 

/note="Pfam match to entry PF01078 
Mg-chelatase, Magnesium chelatase, 
subunit Chll, score 299.4, E-value 
2.8e-87" 

misc-feature complement ( 173647 .. 1736 /locus-tag="YE0147" 
70) 

/ inf erence="protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

gene 174892 .. 176538 /gene="ilvG" 

/locus-tag="YE0148" 

CDS 174892 .. 176538 /gene="ilvG" 

/locus-tag="YE0148" 

/codon-start=l 

/transl-table=ll 

/product="acetolactate synthase 

isozyme II large subunit" 

/protein-id="CAL10288 . 1" 

/db-xref="GI : 122087507" 

/db-xref="GOA:AUI50" 

/db-xref="InterPro: IPR000399" 

/db-xref="InterPro: IPR011766" 

/db-xref="InterPro: IPR012000" 

/db-xref="InterPro: IPR012001" 

/db-xref="InterPro: IPR012846" 

/db-xref="UniProtKB/TrEMBL:AUI5 0" 

/ translation="MNGAQWWQALRAQGVDTVF 

GYPGGAIMPVYDALYDGGVEHLLC 

RHEQGAAI AAI GYARATGKVGVC I AT SGPGATNL 

ITGLADALLDSVPVIAITGQVGSA 

LIGTDAFQEIDVLGLSLACTKHSFLVESLDALPA 

IMAEAFAIATSGRPGPVLIDIPKD 

IQLAVGELTPHLMPVEEHLIDSAAELQQALDMLA 

TAKKPMLYVGGGVGMAQAVPALRE 

FIDVTGIPAVATLKGLGAPDTNHPCYLGMLGMHG 

TKAANFAVQDC DL L I AVGARF DDR 

VTGKLNTFAAKAKVIHMDIDPAELGKLRQAHVAL 

QGDLKVLLPALQQPLNIQPWRDEV 

IALKQQHSWRYDHPGQAIYAPLLLKQISDRKAPQ 

TWTTDVGQHQMWTAQHMNFTRPE 



NF I TS SGLGTMGFGVPAAVGAQMARPDDMVI C VS 

GDGSFMMNVQELGTIKRKQLPLKI 

VLLDNQRLGMVRQWQQLFFDGRYSETNLSDNPDF 

ITLASAFNIPGQRITRKDQVDAAL 

DALFNSEGPYLLQVSIDELENVWPLVPPGAGNET 

MLEKVS " 

misc-feature 174892 .. 175401 /gene="ilvG" 

/locus-tag="YE0148" 
/inf erence=" protein 
motif :PFAM:PF02 7 76" 

/note="Pfam match to entry PF02776 
TPP-enzymes-N, Thiamine 
pyrophosphate enzyme, N-terminal 
TPP binding domain , score 332.6, 
E-value 3e-9 7" 
misc-feature 175069 .. 175161 /gene="ilvG" 

/locus-tag="YE0148" 
/ inf erence="protein 
motif :Prosite:PS0 0 0 44" 
/note="PS00044 Bacterial 
regulatory proteins, lysR family 
signature . " 

misc-feature 175435 .. 175896 /gene="ilvG" 

/locus-tag="YE0148" 
/inf erence= "protein 
motif :PFAM:PF00205" 

/note="Pfam match to entry PF00205 
TPP-enzymes, Thiamine 
pyrophosphate enzyme, central 
domain, score 229 . 7, E-value 
2.7e-66" 

misc-feature 175933 .. 176457 /gene="ilvG" 

/locus-tag="YE0148" 
/inf erence= "protein 
motif :PFAM:PF02 7 75" 

/note="Pfam match to entry PF02775 
TPP-enzymes-C, Thiamine 
pyrophosphate enzyme, C-terminal 
TPP binding domain , score 300.1, 
E-value 1.7e-87" 

misc-feature 176122 .. 176181 /gene="ilvG" 

/locus-tag="YE0148" 
/ inf erence="protein 
motif :Prosite:PS00187" 
/note="PS00187 Thiamine 
pyrophosphate enzymes signature." 

gene 176535 .. 176792 /gene="ilvM" 

/locus-tag="YE0149" 

CDS 176535. .176792 /gene=" ilvM" 

/locus-tag="YE0149" 
/codon-start=l 
/transl-table=ll 
/product="acetolactate synthase 
isozyme II small subunit" 
/protein-id="CAL10289 .1" 
/db-xref="GI : 122087508" 
/db-xref="UniProtKB/TrEMBL:AlJI51" 
/ translation="MIQHQISIQARFRPEMLERV 
LRWRHRGFQVCAMNMSPMINAEN 
INIELTVASGRPVDLLSSQLSKLMDVACVEILQP 
NTLQIRA" 



176815. .177741 



misc-feature 176845 .. 177681 



misc-feature 177391 .. 177480 



gene 
CDS 



177853. .179703 
177853 . .179703 



/locus-tag="YE0150" 

/gene="ilvE " 

/locus-tag="YE0150" 

/codon-start=l 

/transl-table=ll 

/product="branched-chain amino 

acid aminotransferase" 

/protein-id="CAL10290 . 1" 

/db-xref="GI : 122087509" 

/db-xref="GOA:AUI52" 

/db-xref="InterPro: IPR001544" 

/db-xref="InterPro: IPR005785" 

/db-xref="UniProtKB/TrEMBL:AUI52" 

/ translation="MTKKADFIWFNGEMVPWAEA 

KVHVMSHALHYGTSVFEGVRCYNS 

HKGPWFRHREHMQRLHDSAKIYRMPVSQSVDEL 

MEACRATLRKNNL T S AY I RP L VF I 

GDVGMGVNPPDGYKTDVI IAAFPWGAYLGAEALE 

QG I DAMVS S WNRVAPNT I P T AAKA 

GGNYLSSLLVGSEARRHGYQEGIALDIHGFLSEG 

AGENLFEVKDGILFTPPFTSSALP 

GITRDAIIKLAKDMGLEVREQVLSRESLYLADEV 

FMSGTAAEITPVRSVDGIQVGIGK 

RGPITGKIQQAFFGLFTGETEDKWGWLDPINQ" 

/gene="ilvE " 

/locus-tag="YE0150" 

/ inf erence="protein 

motif :PFAM:PF01063" 

/note="Pfam match to entry PF01063 

aminotran-4, Aminotransferase class 

IV, score 460.9, E-value 7e-136" 

/gene="ilvE " 

/locus-tag="YE0150" 

/inf erence= "protein 

motif :Prosite:PS00 770" 

/note="PS00 77 0 Aminotransferases 

class-IV signature." 

/gene="ilvD" 

/locus-tag="YE0151" 

/gene="ilvD" 

/locus-tag="YE0151" 

/codon-start=l 

/transl-table=ll 

/product="dihydroxy-acid 

dehydratase" 

/protein-id="CAL10291 . 1" 
/db-xref="GI : 122087510" 
/db-xref="GOA:AUI53" 
/db-xref="InterPro: IPR000581" 
/db-xref="InterPro: IPR0 0 440 4" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
153" 

/ translation="MPKYRSHTTTHGRNMAGARA 

LWRATGMTDDDFGKPI IAWNSFT 

QFVPGHVHLRDLGKLVAEQIEASGGVAKEFNTIA 

VDDGIAMGHGGMLYSLPSRELIAD 

SVEYMVNAHCADAMVCISNCDKITPGMLMASLRL 

N I PVI FVSGGPMEAGKTKL S DK 1 1 

KLDLVDAMIQGANPNVSDADSEQIERSACPTCGS 

CSGMFTANSMNCLNEALGLALPGN 

GSLLATHADRKQLFLDAGKHIVELTKRYYEQDDI 

S AL P R S I AN K A AF E N AMT L D I AMG 



misc-feature 177952 .. 179682 



misc-feature 178216 .. 178248 



misc-feature 178288 .. 178311 



misc-feature 179377 .. 179412 



gene 
CDS 



179709 . .181253 
179709 . .181253 



GSTNTVLHLLAAAQEGDIDFDISDIDRLSRKVPH 

L C KVAP S T QK Y HME D VHR AG G WG 

ILGELDRAGLLNREVKNVLGLNLPQTLEAYDVML 

TKDEGVKQMYS AGPAG I RTTKAF S 

QDCRFPSLDTDRQEGCIRTREHAYSQDGGLAVLY 

GNLSENGSIVKTAGVDKDSLTFRG 

PAKVYESQDDAVAAILGGKWAGDVWIRYEGPK 

GGPGMQEMLYPTTYLKSMGLGKSC 

ALLTDGRFSGGTSGLSIGHASPEAASGGLIALVQ 

DGDIIDIDI PNRAMKLDVS DAE LA 

ARREAELARGDAAWTPKARERQVSYALRAYALLA 

TSADKGAVRDKSKLGG" 

/gene="ilvD" 

/locus-tag="YE0151" 

/ infer ence= "protein 

motif :PFAM:PF00920" 

/note="Pfam match to entry PF00920 

ILVD-EDD, Dehydratase family, 

score 1247.3, E-value 0" 

/gene="ilvD" 

/locus-tag="YE0151" 

/inf erence=" protein 

motif :Prosite:PS0 0 8 86" 

/note="PS00886 Dihydroxy-acid and 

6-phosphogluconate dehydratases 

signature 1." 

/gene="ilvD" 

/locus-tag="YE0151" 

/ inf erence="protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/gene="ilvD" 

/locus-tag="YE0151" 

/ inf erence="protein 

motif :Prosite:PS00887" 

/note="PS00887 Dihydroxy-acid and 

6-phosphogluconate dehydratases 

signature 2." 

/gene="ilvA" 

/locus-tag="YE0152" 

/gene="ilvA" 

/locus-tag="YE0152" 

/ codon-start=l 

/transl-table=ll 

/product=" threonine dehydratase" 
/protein-id="CAL10292 .1" 
/db-xref="GI: 122087511" 
/db-xref="GOA:AUI54" 
/db-xref="InterPro:IPR0 0 063 4" 
/db-xref="InterPro: IPR001721" 
/db-xref="InterPro: IPR001926" 
/db-xref="InterPro: IPR005787" 
/db-xref="UniProtKB/TrEMBL:AUI5 4" 
/ translation="MAVSQPLSTAPDGAEYLRAI 
LRAPVYEVAQVTPLQVMEKI S SRL 
DNTILVKREDRQPVHSFKLRGAYAMLAGLTAEQK 
ACGVITASAGNHAQGVALSANKLG 
I KAL I VMP VAT AD I KVD AVRG FGGEVLLF G AN F D 
EAKGKAIELSQLQGYTFVPPFDHP 
AVIAGQGTLAMELLQQDAHLDRVFVPVGGGGLVA 
GVAVL I KQLMPQ I KVIGVEAE D S A 



179781 . .180659 



misc-feature 179865 .. 179906 



misc-feature 180693 .. 180965 



misc-feature 180978 .. 181244 



181439 . 
181439. 



182935 
182935 



CLRAAL DAGKPVD LARVG LFAE GVAVKR IGDEPF 

RLCQEYLDEVI SVDSDAICAAVKD 

LFEDVRAIAEPSGALALAGLKKYVQQHNIQGERL 

AHVLSGANVNFHGLRYVSERCELG 

EQREALLAVTIPEQKGSFLRFCELLGGRSVTEFN 

YRYADADNAC I FVGVRLTRGYAER 

AEILAELQGKGYQWDLSDDEMAKLHVRYMVGGR 

PSKPLRERLFSFEFPESPGALLKF 

LHTLGTHWNISLFHYRSHGTDFGRVLAGFELSDS 

EPQFEQHLTALGYDCHDETNNPAF KFFLAG" 

/gene="ilvA" 

/locus-tag="YE0152" 

/inf erence= "protein 

motif :PFAM:PF0 0291" 

/note="Pfam match to entry PF00291 

PALP, Pyridoxal-phosphate dependent 

enzyme, score 3 1 8 . 7 , E-value 

4.4e-93" 

/gene="ilvA" 

/locus-tag="YE0152" 

/ inf erence="protein 

motif :Prosite:PS0 0165" 

/note="PS00165 Serine/threonine 

dehydratases pyridoxal-phosphate 

attachment site." 

/gene="ilvA" 

/locus-tag="YE0152" 

/inf erence= "protein 

motif :PFAM:PF0 0585" 

/note="Pfam match to entry PF00585 

Thr-dehydrat-C, C-terminal 

regulatory domain of Threonine 

dehydratase , score 159.3, E-value 

4.3e-4b" 

/gene="ilvA" 

/locus-tag="YE0152" 

/ inf erence="protein 

motif :PFAM:PF00585" 

/note="Pfam match to entry PF00585 
Thr-dehydrat-C, C-terminal 
regulatory domain of Threonine 
dehydratase , score 151.2, E-value 
1.2e-42" 

/locus-tag="YE0153" 
/locus-tag="YE0153" 
/inf erence="similar to 
sequence: INSDC : AL035475" 
/inf erence="similar to 
sequence: INSDC :AL4 4556 4" 
/note="Similar in parts to many 
including: Plasmodium falciparum 
putative replication A protein 
Mal4p2.32 SWALL : Q9U0 JO 
(EMBL:AL035475) (1145 aa) fasta 
scores: E(): 0.55, 19.25 38d in 
483 aa and Mycoplasma pulmonis 
hypothetical protein Mypu-4790 
SWALL:Q98Q87 (EMBL:AL445564) (804 
aa) fasta scores: E(): 2, 22.8 38d 
in 307 aa. Note the abundance of 
Asn residues in the predicted 
product of this CDS." 



/codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10293 .1" 

/db-xref="GI : 122087512" 

/db-xref="UniProtKB/TrEMBL:AUI55" 

/ translation="MMSLLILSYWITLFLELSNL 

IITYWSLYMSELITLNFKSTSTYL 

DWNATSIGARYQYHADGTRFNGGVSYSVQKINQA 

IEGDSNYYRRFDQMQATIDQGSVS 

KEGGAGNEIYFIENKANNSAAVSYFKYGLDNKLN 

ESQSFNYQSNILTSRTKIMPNSIG 

QITKSQKFNIHDKLVESNVFSYKKDRIGNDLI I I 

QKEKYSGNEWSTTHKELYDSSGK 

IIKIDVYDKNDKQLERNEFSYFNNGNKCRTVKST 

FNISGNLNHQEKI IYNKNGDLRAM 

VQSNYDNGQSLKDSKSTYYINGEVDRWEVEYSA 

DGKVI VGRIEKAYN I TNAI L I KET 

ESSYSMDGKI I IGRINKEYSALDGRLEKITRSNR 

SDSGQLKREVESYLDINGQESKRI 

SQYYSNGVTKCFERSFSAGKMTGKVYMEFDNNGN 

AINIKRLNPEGKMVDVLINASLDT 

FFKGVTQLADAINSFPTREQAPAAVDTI IGSHAN 

L RN L VP VMM YA F j" 

misc-feature 181457 .. 181525 /locus-tag="YE0153" 

/ infer ence= "protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted for YE0153 by 
TMHMM2.0 at aa 7-29" 

gene complement ( 182937 .. 1838 /gene="ilvY" 

18) 

/locus-tag="YE0154" 
CDS complement (182937. .1838 /gene="ilvY" 

18) 

/locus-tag="YE0154" 
/ codon-start=l 
/transl-table=ll 
/product="LysR-f amily 
transcriptional regulatory 
protein" 

/protein-id="CAL1029 4. 1" 
/db-xref="GI : 122087513" 
/db-xref="GOA:AUI56" 
/db-xref="InterPro: IPR000847" 
/db-xref="InterPro: IPR0 05119" 
/db-xref="InterPro: IPR011991" 
/db-xref="UniProtKB/TrEMBL:AUI56" 
/ translation="MDLRDLKLFLHLAESRHFGR 
SAKAMHVSPSTLSRQIQRLEETIG 
QPLFLRDNRTVQLTDAGTQLKAFAQQTLLQYQQL 
RHALGQHGPSLSGELRLFCSVTAA 
YSHLPPILDRFRARHPLVEIKLTTGDAADAVDKV 
QSNEADLGIAGRPEVLPTSVAFTQ 
IGEIPLVLIAPALPCAVRSQVSVDQPDWATIPFI 
LPEHGPSRKRIDLWFRRQRITNPL 
I YATVSGHEAI VSMVALGCGVAL I P S VWDNS PE 
PVRNRISLLDDVSLVEPFELGVCV 
QKKRLNEPLIEAFWGLL" 
misc-feature complement ( 182940 .. 1835 /gene="ilvY" 
63) 



/locus-tag="YE0154" 
/ inf erence="protein 
motif :PFAM:PF03 466" 

/note="Pfam match to entry PF03466 
LysR-substrate, LysR substrate 
binding domain, score 118.2, 
E-value 9.9e-33" 
misc-feature complement ( 183633 .. 1838 /gene="ilvY" 
12) 

/locus-tag="YE0154" 
/ inf erence="protein 
motif :PFAM:PF0 0126" 

/note="Pfam match to entry PF00126 
HTH-1, Bacterial regulatory 
helix-turn-helix protein, lysR 
family, score 97.4, E-value 
1.8e-26" 

misc-feature complement ( 183678 .. 1837 /gene="ilvY" 
70) 



misc-feature complement ( 183708 . 

73) 



gene 184071 .. 185549 

CDS 184071 .. 185549 



/locus-tag="YE0154" 
/ inf erence="protein 
motif :Prosite:PS0 0 0 44" 
/note="PS00044 Bacterial 
regulatory proteins, lysR family 
signature . " 
.1837 /gene="ilvY" 

/locus-tag="YE0154" 

/not e=" Predicted helix-turn-helix 

motif with score 1928.000, SD 5.75 

at aa 16-37, sequence 

RHFGRSAKAMHVSPSTLSRQIQ" 

/gene="ilvC " 

/locus-tag="YE0155" 

/gene="ilvC " 

/locus-tag="YE0155" 

/codon-start=l 

/transl-table=ll 

/product="ketol-acid 

reductoisomerase" 

/protein-id="CAL10295. 1" 

/db-xref="GI : 122087514" 

/db-xref="GOA:AUI57" 

/db-xref="InterPro: IPR0 0 0506" 

/db-xref="InterPro: IPR013023" 

/db-xref="InterPro: IPR013116" 

/db-xref="InterPro: IPR014359" 

/db-xref="InterPro: IPR016040" 

/db-xref="UniProtKB/Swiss-Prot :A1J 

157" 

/ translation="MANYFNTLNLRQQLAQLGKC 

RFMARDEFADEAGYLKGKKWIVG 

CGAQGLNQGLNMRDSGLDVAYALRKEAIAEKRAS 

WRKATENGFKVGTYEELIPQADLV 

VNLTPDKQHSAWQAVQPLMKDGAALGYSHGFNI 

VE VGEQVRKD I TWMVAP KC P G T E 

VREEYKRGFGVPTLIAVHPENDPKGEGMAIAKAW 

AAATGGHRAGVLES SFVAEVKS DL 

MGEQTILCGMLQAGSLLCFDKLVSEGTDAAYAEK 

LIQFGWETITEALKQGGITLMMDR 

LSNPAKLRAYALSEQLKEIMAPLFQKHMDDI I SG 

EFSSGMMADWANDDKKLLNWREET 



misc-f eature 



misc-f eature 



GKTAFENAPQFEGKISEQEYFDHGVLMIAMVKAG 

VELAFETMVDSGIIEESAYYESLH 

ELPLIANTIARKRLYEMNWISDTAEYGNYLFAN 

AAVPLLKGKFMDSLQAGDLGKSVA 

GTAVDNAQLRDVNEAIRNHPIEAVGHKLRGYMTD 

MKRIAVAG" 

184698. .185528 /gene="ilvC" 

/locus-tag="YE0155" 
/inf erence=" protein 
motif :PFAM:PF0 1450" 

/note="Pfam match to entry PF01450 
IlvC, Acetohydroxy acid 
isomeroreductase, catalytic 
domain, score 463.0, E-value 
1.6e-136" 

complement (185847. .1865 /locus-tag="YE0157" 
24) 

complement (185847. .1865 /locus-tag="YE0157" 
24) 

/codon-start=l 
/transl-table=ll 
/product="putative chaperone 
protein" 

/protein-id="CAL10296 .1" 
/db-xref="GI: 122 0 8 7515" 
/db-xref="GOA:AUI58" 
/db-xref="InterPro: IPR0 01829" 
/db-xref="InterPro: IPRO 0 8962" 
/db-xref="InterPro: IPR016147" 
/db-xref="InterPro: IPR016148" 
/db-xref="UniProtKB/TrEMBL:AUI5 8" 
/ translation="MACSVPAMASWAEKTRI IF 
SEGSTEESLQLVNSNDYPVAVQVW 
VDDGDLMATPEKAI SPVLVLPPLFRLQPQAQRSL 
RLILSGASKLPLDRESAFWLNVYE 
IPPKATTKVDDESSVTLALRMQYKVFYRPKSLPA 
PADTVSKALTFVLERNGNTASVRV 
DNPTPYYASLASLTLGLAEGLPDMVAPFSKLDFP 
LNRVP I ADSKTVNFVL I DDLGNRK PFSRELK" 
/locus-tag="YE0157" 



complement (185859 . 
10) 



/inf erence= "protein 
motif :PFAM:PF02 753" 

/note="Pfam match to entry PF02753 
pili-assembly-C, Gram-negati- 



misc-f eature complement ( 186120 , 
97) 



complement ( 186210 . 
63) 



assembly chaperone, 
domain , score 2 8.6, 
9.5e-06" 
.1864 /locus-tag="YE0157" 



-terminal 
-value 



/inf erence= "protein 
motif :PFAM:PF0 03 45" 

/note="Pfam match to entry PF00345 
pili-assembly, Gram-negative pili 
assembly chaperone, N-terminal 
domain , score 141.8, E-value 
8.2e-40" 

/locus-tag="YE0157" 

/ inf erence="protein 
motif :Prosite:PS0 0635" 
/note="PS00635 Gram-negative pili 



gene complement ( 186571 . . 

38) 

CDS complement ( 186571 . . 

38) 



misc-feature complement ( 187801 . . 
33) 



gene complement ( 187956 . . 

75) 

CDS complement ( 187956 . . 

75) 



assembly chaperone signature." 
1879 /locus-tag="YE0158" 

1879 /locus-tag="YE0158" 

/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL1029 7. 1" 
/db-xref="GI : 122087516" 
/db-xref="InterPro: IPR011228" 
/db-xref="UniProtKB/TrEMBL:AUI59" 
/translation="MLRPTEQLISCEVSRPTMPV 
HCRRSYIVAGTMLLIGLFSTSAWS 
ACTRITAQSQLGAGDGTASAWSGSLDYNNGSLGL 
PGVIDLSTAANFQPDGTLLAAATS 
DFTTFALNTSYDPDRVLFRCAAADVDQLFEMYAT 
NGDNDYGGKNEDGAIAGNVPSGFA 
TYVRNWIRLTNLSTGEYYSRLWKGRRLTGLDTD 
STGRILVKAKNFSNLYTELFRIDY 
VRAGTNNAASYTYAYTQPNAYIAFKGPGISGPVE 
GTDSVSNWPGWYSTWPASIGLYNY 
VTFRRTTICAVTNFTPTVILPRISVAELNSGSSS 
SAEFSVDFQCQTGITSGVNAGAVA 
MGFLVPAANAAKAQALGLMNGSGGISHLVSDNYG 
AAGMANGVG I R I YRNNNPMY LLSK 
NVTQTGNNGGWYGIFQGAQTITGTVSGGNSYTEN 
F RAE L S K I S GQ TVT AG AVN AH AQ V VIRVQ" 
1878 /locus-tag="YE0158" 

/inf erence= "protein 
motif :Prosite:PS00013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
1901 /locus-tag="YE0159" 

1901 /locus-tag="YE0159" 

/ codon-start=l 
/transl-table=ll 

/product="putative outer membrane 

usher protein" 

/protein-id="CAL10298 . 1" 

/db-xref="GI : 122087517" 

/db-xref="GOA:AUI6 0" 

/db-xref="InterPro: IPR000015" 

/db-xref="UniProtKB/TrEMBL:AUI6 0" 

/ translation="MAERVKGASFHFDQAKLRLE 

LSIPQALLQQRPRGYIERSEWEEG 

EKLAFVNYSANFYRSDTQTQQNSTSDYGFVGLKS 

GLNLGLWQLRQQSNLSYSSNNNSS 

DTQWNNIRTYVQRPISQLDSELTLGETFTDSTLF 

GTMSFRGVKMATDQRMWPESMRGF 

AP E VRG VAT S N ARV IISQNGREIYET N VAP G P F V 

INDLYSTTSQGDLNVEVIEANGSR 

STFTVPFSAVPDSMRPGVSRYNAWGESRDFTNI 

DSYFTDFTYERGLTNQLTANSGIR 

LAQDYTALLVGGVIGTSVGAFGLNTTYSHAKVED 

NQTQDGWRMQATYSQTFNETGTSF 

SLAGYRYSTKGYRDLNDVFGVRSVQKNGGTWDSS 



misc-f eature 



misc-f eature 



complement(188010. 
72) 



TYKQRSQFTTTINQTLAGYGQLSA 
SASTSDYYNDTQRDTQLQLNYSNSYKDISYNVAL 
SRQRTIYTSTQFGWDADDTDETMT 
TTRYGNTENIASLTVSIPLNIGSGNQYLSMSANR 
NPKSGNNYQTSLSGTAGERNTLNY 
SVNAGYDDSNVSGSSNNWGANVQKQFPNATVNGS 
Y S RGNN YTQ YG AGARGAAV I H S KG 
VTLGPYLGDTFGLIEADGAQGATVRNAQGARIDK 
NGFALVPSLTPYNYNTVGLDTKGI 
NRNTELKENQGRWPYAGAAVRVKFETLTGYAVL 
IQTQTADGEGLPLGSDVYNNKDEL 
VGMVGQGNQ I Y ARVKENKG S L YVRWGENSNEQ C E 
LPYDFASQDTEQDI IHLTGSCRR" 
.1901 /locus-tag="YE0159" 

/i 



ce="protein 
motif :PFAM:PF0 0577" 

/note="Pfam match to entry PF00577 
Usher, Fimbrial Usher protein, 
score 734.3, E-value 3.4e-218" 

complement (189582. .1896 /locus-tag="YE0159" 

14) 

/ inf erence="protein 
motif :Prosite:PS0 1151" 
/note="PS01151 Fimbrial biogenesis 
outer membrane usher protein 
signature . " 
.1913 /locus-tag="YE0160" 



complement ( 190653 . 
30) 

complement ( 190653 . 
30) 



misc-f eature 



misc-f eature 



complement ( 190665 . 
28) 



complement (190938. 
06) 



.1913 /locus-tag="YE0160" 

/codon-start=l 
/transl-table=ll 
/product="putative fimbrial 
chaperone" 

/protein-id="CAL10299 .1" 
/db-xref="GI: 122 0 8 7518" 
/db-xref="GOA:AUI61" 
/db-xref="InterPro: IPR0 01829" 
/db-xref="InterPro:IPR0 0 8962" 
/db-xref="InterPro: IPR016147" 
/db-xref="InterPro: IPR016148" 
/db-xref="UniProtKB/TrEMBL:AUI61" 
/ translation="MGISFANASWMSGSRI I YS 
AGEKEHSIQLTNNDNFPNAVQVWL 
DSGDTQSTPETGKAPFIVTPPFFRIEANAGQTLR 
LKYTGSGLPTDRESVFYLNFLQVP 
PVNKAEKNNKMLVLMRNRIKVFYRPENIAGRVDQ 
VSSALTFNVRQQGKDVWTGKNPT 
GFYATIASGEWGGGKKLKMKSEMIPPMSQAQWV 
IPNSSVPSNAIVNFLLVNDFGGQD TGSYKIQ" 
.1909 /locus-tag="YE0160" 

/ inf erence="protein 
motif :PFAM:PF02 753" 

/note="Pfam match to entry PF02753 
pili-assembly-C, Gram-negative pili 
assembly chaperone, C-terminal 
domain , score 33.8, E-value 
2.6e-07" 
.1913 /locus-tag="YE0160" 



complement ( 191517 . 
47) 

complement ( 191517 . 
47) 



misc-f eature 



complement (191988. 
47) 



complement (191520 , 
78) 



complement (192664 
45) 



complement ( 192664 . 
45) 



/inf erence=" protein 
motif :PFAM:PF0 03 45" 

/note="Pfam match to entry PF00345 
pili-assembly, Gram-negative pili 
assembly chaperone, N-terminal 
domain , score 179.4, E-value 
3.7e-51" 
.1920 /locus-tag="YE0161" 

.1920 /locus-tag="YE0161" 

/codon-start=l 
/transl-table=ll 
/product="putative fimbrial 
protein" 

/protein-id="CAL10300 . 1" 
/db-xref="GI: 122087519" 
/db-xref="GOA:AUI62" 
/db-xref="InterPro:IPRO 0 0259" 
/db-xref="InterPro: IPR014779" 
/db-xref="UniProtKB/TrEMBL:AUI6 2" 
/translation="MNKITLAMALFAASTTVAMA 
ASNNTITFQGEVTAQTCSVTVNGL 
DANPMVLLPTVSSGDLDASGKTAGKTTFTLGVSG 
CATGAAD I D I KTVF VGNQVT T AGN 
Lr.llTGTAOirT'L'i'LLIT'ATTTTGI E'LIl;!. ;! "G'JE'G 
IVLKAGDTSAEHDFAVQYFATGQA 
GPGSVIASVQYAVS YL " 
.1920 /locus-tag="YE0161" 

/note="Signal peptide predicted 
for YE0161 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.991 between residues 20 and 21" 
.1919 /locus-tag="YE0161" 

/ inf erence="protein 
motif :PFAM:PF00419" 

/note="Pfam match to entry PF00419 
Fimbrial, Fimbrial protein, score 
26.4, E-value 3.4e-08" 
.1929 /gene="ppiC" 

/locus-tag="YE0162" 
.1929 /gene="p 



>iC" 



misc-f eature 



/locus-tag="YE0162" 
/codon-start=l 
/transl-table=ll 
/product="peptidyl-prolyl 
cis-trans isomerase C" 
/protein-id="CAL10301 . 1" 
/db-xref="GI : 122087520" 
/db-xref="GOA:AUI63" 
/db-xref="InterPro: IPR000297" 
/db-xref="UniProtKB/TrEMBL:AlJI63" 
/ translation="MANKASALHILVDDEKQAND 
I L AQLNNGANF QE LAKKF S NC P S K 
RNGGDLGEFNKGDMVPAFDKAVFSCELLQPYGPV 
KTQFGYHI IKVLYRN" 
complement (192673 . . 1929 /gene="ppiC" 



/locus-tag="YE0162" 
/ inf erence="protein 
motif :PFAM:PF0 0639" 

/note="Pfam match to entry PF00639 
Rotamase, PPIC-type PPIASE domain, 
score 132.4, E-value 5.3e-37" 

gene 193159 .. 195183 /gene="rep" 

/locus-tag="YE0163" 

CDS 193159. .195183 /gene="rep" 

/locus-tag="YE0163" 

/codon-start=l 

/transl-table=ll 

/product="ATP-dependent DNA 

helicase Rep" 

/protein-id="CAL10302 .1" 

/db-xref="GI: 122087521" 

/db-xref="GOA:AUI6 4" 

/db-xref="InterPro: IPR0 0 0212" 

/db-xref="InterPro: IPR0 05 752" 

/db-xref="InterPro: IPR014016" 

/db-xref="InterPro: IPR014017" 

/db-xref="UniProtKB/TrEMBL:AUI6 4" 

/ translation="MRLNPSQQQAVEFVTGPCLV 

LAGAGSGKTRVITNKIAHLIRQCG 

Y Q P KH I AAVT F T II I' AAF E 1 II' E F "A j T L GRKE ARG 

LMIATFHTLGLEIIKKEYKALGMK 

SNFSLFDAQDQLGLLKDLTHKWLEDDKTLLQQLI 

SQISNWKNDLLDPAAAAALARSER 

DKLFVHCYGLYDAHLKACNVLDFDDLISLPTLLL 

QKDLEVRERWQNRLRYLLVDEYQD 

TNTSQYQMVKLLVGSRARFTWGDDDQSIYSWRG 

ARPQNLVLLNEDFPQLQVIKLEQN 

YRSSGRILKAANILIANNPHVFEKKLFSELEYGD 

ELKVITANNEDHEAERWGELIAH 

HFVKKTQYSDYAILYRGNHQSRLFEKLLMQNRIP 

YRI SGGDSFFSRPEIKDLLAYLRV 

LTNQDDDSAFLRIVNTPKREIGSATIQKLGEWAN 

VRNKSLFRASFDLGLGEHLKGRGL 

ESLQRFTHWMEGI IRLVEREPIAAVRDLIHGIDY 

ESWLFETSPSPKAAEMRMKNVNLL 

FSWMTEMLEGSELNEPMTLTQWTRFTLRDMMER 

GESDEELDQVQLMTLHASKGLEFP 

YVFLVGMEEGLLPHQSSIDEDNVDEERRLAYVGI 

TRAQRELFFTLCKERRQYGELIRP 

EPSRFLMELPQDDLKWENERKAVSPEERMQKGQS 

HLANIRAQLANAKKPQ" 

misc-feature 193165 .. 194610 /gene="rep" 

/locus-tag="YE0163" 
/ inf erence="protein 
motif :PFAM:PF0 058 0" 

/note="Pfam match to entry PF00580 
UvrD-helicase, UvrD/REP helicase, 
score 718.8, E-value 1.6e-213" 

misc-feature 193222 .. 193245 /gene="rep" 

/locus-tag="YE0163" 
/ inf erence="protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

gene complement ( 195239 .. 1970 /gene="pehX" 

65) 



/locus-tag="YE016 4" 
CDS complement ( 195239 .. 1970 /gene="pehX" 

65) 

/locus-tag="YE016 4" 
/EC-number="3 .2.1.82" 
/inf erence="similar to 
sequence: INSDC : AF059505" 
/inf erence="similar to 
sequence :UniProtKB:P15922" 
/note="Highly similar to the plant 
pathogenic Erwinia chrysanthemi 
exo-poly-alpha-D-galacturonosidase 
PehX SWALL : PEHX-ERWCH 
(SWALL:P15922) (602 aa) fasta 
scores: E(): 3.6e-145, 61.23 38d 
in 601 aa. This CDS was previously 
sequenced as: Yersinia 
enter ocol it ica 

exopolygalacturonase SWALL: 06 89 75 
(EMBL:AF059505) (601 aa) fasta 
scores: E(): 0, 98.83 38d in 600 
aa" 

/codon-start=l 
/transl-table=ll 

/product="exo-poly-alpha-D-galactu 

ronosidase precursor" 

/protein-id="CAL10303 .1" 

/db-xref="GI: 122087522" 

/db-xref="GOA:AUI65" 

/db-xref="InterPro: IPR000743" 

/db-xref="InterPro: IPR003961" 

/db-xref="InterPro: IPR0 0 8957" 

/db-xref="InterPro: IPR012334" 

/db-xref="UniProtKB/TrEMBL:AUI6 5" 

/translation="MQAQLQRPRTTGMLVIMASL 

MVGTPMAMAAKS S SLDAPQQLQVP 

TLAYDESSIVLVWKAPEDTRKIVDYQIFSAGKLL 

GKASDNNDKFSPAKPYIDHFYVND 

KDNFQHKIVMQNFTVIGLKPETSYQFTVKAQYAD 

GSLSVASKPITAKTSAKPQIVNVR 

DFGAIDDGKTLNTKAIQQAIDSCKPGCRVEIPAG 

TYKSGALWLKSDMTLNLQAGAILL 

GSENPNDYPAGYRLYPYSTIERPASLINAIDPNN 

SKPGTFRNIRITGSGVIDGNGWLR 

AKTAEITDELGRSLPQYVASKNSKVHEDGILAKN 

QVEKAVSDGMDLKNAYGQRRSSLM 

TLRGVENVYLAGFTVRNPAFHGIMNLENHNWAN 

GLIHQTYDANNGDGIEFGNSQNVM 

VFNNFFDTGDDCINFAAGTGEKAQEQEPMKGAWL 

FNN YFRMGHGA I VT G S H T G AW I E D 

I LAENNVMY LTDIGLRAKSTSTIGGGARNVTFRN 

NAMRDLAKQVMVMT L D YAD SNAN I 

DYPPAKIPAQFYDFTLKNVTVDNSTGKNPSIEIK 

GDTANKAWHRLVHVNNVQLNNVTP 

TAISDLRDSEFNKVTFTELRGDTPWHFSEVKNVK 

VDGKPVAP" 

sig-peptide complement ( 196979 .. 1970 /gene="pehX" 

65) 

/locus-tag="YE016 4" 
/note="Signal peptide predicted 
for YE0164 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 



with cleavage site probability 
0.985 between residues 29 and 30" 
misc-f eature complement ( 195356 .. 1965 /gene="pehX" 
19) 

/locus-tag="YE016 4" 
/inf erence=" protein 
motif :PFAM:PF0 0295" 

/note="Pfam match to entry PF00295 
Glyco-hydro-2 8 , Polygalacturonase 
(pectinase) , score -27.9, E-value 
7.2e-09" 

misc-f eature complement ( 196556 .. 1965 /gene="pehX" 
79) 

/locus-tag="YE016 4" 
/inf erence=" protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
misc-f eature complement ( 196637 .. 1969 /gene="pehX" 
63) 

/locus-tag="YE016 4" 
/inf erence=" protein 
motif :PFAM:PF00041" 

/note="Pfam match to entry PF00041 
fn3, Fibronectin type III domain, 
score 28.4, E-value l.le-05" 
misc-f eature complement ( 196979 .. 1970 /gene="pehX" 

32) 

/locus-tag="YE0164" 
/ inf erence="protein 
motif :TMHMM:2 . 0" 
/note="l probable transmembrane 
helix predicted for YE0164 by 
TMHMM2.0 at aa 12-29" 
gene complement ( 197407 .. 1989 /gene="gppA" 

03) 

/locus-tag="YE0165" 
CDS complement ( 197407 .. 1989 /gene="gppA" 

03) 

/locus-tag="YE0165" 
/EC-number = " 3.6.1.40" 
/codon-start=l 
/transl-table=ll 

/product="guanosine-5 ' -triphosphat 
e, 3 ' -diphosphate pyrophosphatase" 
/protein-id="CAL103 0 4. 1" 
/db-xref="GI : 122087523" 
/db-xref="GOA:AUI66" 
/db-xref="InterPro: IPR003695" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
166" 

/ translation="MMLSSTSLYAAIDLGSNSFH 

MLWREVAGSIQTLARIKRKVRLA 

AGLDTQNHLSQEAMERGWQCLKLFSERLQDIPLD 

QIRWATATLRLASNAEEFLQTAT 

EILGCPIQVISGEEEARLIYHGVAHTTGGPEQRL 

WDIGGGSTELVTGNGAQANILVS 

LPMGCVTWLERYFSDRNLAKDNFDRSESAAREML 

KPVAQRFREHGWQ I CVGASGTVQA 

LQEIMVAQGMDELITLAKLQQLKQRAIQCGKLEE 

LEIPGLTLERALVFPSGLSILIAI 

FQELAIESMTLAGGALREGLVYGMLHLPVEQDIR 



SRTVRNIQRRYLLDTEQAKRVSKL 
ADNFLLQVEKEWRLDSRCRELLQNACLIHEIGLS 
IDFKRAPQHAAYLIRNLDLPGFTP 
AQKLLLAALLQNQSDTLDLSLLNQQNALPVDMAQ 
HLCRLLRLAIIFSSRRRDDTLPAV 
RLRANGETLYVLLPHGWLQQHPYRAEALEQESHW 
QS YVQWPLLLEEFN " 
misc-f eature complement ( 197992 .. 1988 /gene="gppA" 
40) 

/locus-tag="YE0165" 
/ inf erence="protein 
motif :PFAM:PF02541" 

/note="Pfam match to entry PF02541 
Ppx-GppA, Ppx/GppA phosphatase 
family, score 427.6, E-value 
7.2e-126" 

gene complement ( 198907 .. 1999 /gene="rhlB" 

83) 

/locus-tag="YE0166" 
/note=" synonym: mmrA" 
CDS complement (198907. .1999 /gene="rhlB" 

83) 

/locus-tag="YE0166" 
/codon-start=l 
/transl-table=ll 
/product="putative DEAD-box 
helicase" 

/protein-id="CAL103 05. 1" 
/db-xref="GI: 122087524" 
/db-xref="GOA:AUI6 7" 
/db-xref="InterPro: IPR000629" 
/db-xref="InterPro: IPR0 016b0" 
/db-xref="InterPro: IPR011545" 
/db-xref="InterPro: IPR014001" 
/db-xref="InterPro: IPR014021" 
/db-xref="UniProtKB/TrEMBL:AUI6 7" 
/ translation="MLSHPAEEGRQTNQPRALIM 
APTRELAVQIHSDAESLSQVTGLK 
LGLAYGGDGYDKQLKVLESGVDILIGTTGRLIDY 
AKQN Y I N L G A I Q VWL DE ADRMY D 
LGFIKDIRWLFRRMPSVDKRLNMLFSATLSYRVR 
ELAFEQMNNAEYVEVEPLQKTGHR 
IQEELFYPSNEEKMRLLQTLIEEEWPDRCI IFAN 
TKHRCEEIWGHLAADGHRVGLLTG 
DVAQKKRLR I L E DF T KG D L D I L VAT D VAARG L H I 
PLVTHVFNYDLPDDCEDYVHRIGR 
TGRAGESGHS I SLACEEYALNLPAIETYTGHS IP 
VSKYNSDALLTDLPAPKRLARTRT 
GNGPRRNSAPRRSGAPRNNRKRPS " 
misc-f eature complement ( 199141 .. 1993 /gene="rhlB" 
56) 

/locus-tag="YE0166" 
/inf erence=" protein 
motif :PFAM:PF0 02 71" 

/note="Pfam match to entry PF00271 
helicase-C, Helicase conserved 
C-terminal domain, score 116.3, 
E-value 3.7e-32" 
misc-f eature complement ( 199492 .. 1999 /gene="rhlB" 
83) 

/locus-tag="YE0166" 
/ inf erence="protein 



200312. .200638 



200312. .200638 



motif :PFAM:PF0 02 70" 

/note="Pfam match to entry PF00270 
DEAD, DEAD/DEAH box helicase, 
score 94.6, E-value 1.3e-25" 
misc-feature complement ( 199681 .. 1997 /gene="rhlB" 
07) 

/locus-tag="YE0166" 
/ inf erence="protein 
motif :Prosite:PS00039" 
/note="PS00039 DEAD-box subfamily 
ATP-dependent helicases 
signature . " 
/gene="trxA" 
/locus-tag="YE0167" 
/note="synonyms : fipA, tsnC" 
/gene="trxA" 
/locus-tag="YE016 7" 
/codon-start=l 
/transl-table=ll 
/product="thioredoxin 1" 
/protein-id="CAL10306 .1" 
/db-xref="GI: 122 0 8 7525" 
/db-xref="GOA:AUI6 8" 
/db-xref="InterPro: IPR005746" 
/db-xref="InterPro: IPR0 06662" 
/db-xref="InterPro: IPR012335" 
/db-xref="InterPro: IPR013766" 
/db-xref="InterPro: IPR01546 7" 
/db-xref="UniProtKB/TrEMBL:AUI6 8" 
/ translation="MSDKIIHLSDDSFDTDVLKA 
SGLVLVDFWAEWCGPCKMI AP I LD 
E I AEE YEGRLT I TKLN I DDNQGT APKYG I RG I P T 
LLLFRDGEWATKVGALSKGQLKE FLDANL" 
/gene="trxA" 
/locus-tag="YE0167" 
/inf erence= "protein 
motif :PFAM:PF0 0 0 85" 

/note="Pfam match to entry PF00085 
thiored, Thioredoxin , score 168.2, 
E-value 8.7e-48" 
/gene="trxA" 
/locus-tag="YE0167" 
/inf erence=" protein 
motif :Prosite:PS0 019 4" 
/note="PS00194 Thioredoxin family 
active site." 
/gene="rho" 
/locus-tag="YE0168" 

/note="synonyms : nitA, psuA, rnsC, 
sbaA, tsu" 
/gene="rho" 
/locus-tag="YE016 8" 
/ codon-start=l 
/transl-table=ll 
/product=" transcript ion 
termination factor" 
/protein-id="CAL103 0 7. 1" 
/db-xref="GI : 122087526" 
/db-xref="GOA:AUI69" 
/db-xref="InterPro: IPR000194" 
/db-xref =" InterPro : IPR0 03593 " 
/db-xref="InterPro: IPR004665" 



misc-feature 200315 .. 200635 



misc-feature 



201295. .202554 



201295. .202554 



misc-feature 201523 .. 202407 



misc-feature 201724 .. 201798 



misc-feature 201826 .. 201849 



gene 
CDS 



202836. .203933 



202836. .203933 



/db-xref="InterPro: IPR011112" 

/db-xref="InterPro: IPR011113" 

/db-xref="InterPro: IPR011129" 

/db-xref="UniProtKB/TrEMBL:AUI6 9" 

/translation="MNLTELKNTPVSDLITLGEN 

MGLENLARMRKQD IIFSI LKQHAK 

SGEDIFGDGVLEILQDGFGFLRSADSSYLAGPDD 

IYVSPSQIRRFNLRTGDTVAGKIR 

PPKEGERYFALLKVNEVNYDKPENARNKILFENL 

TPLHANSRLRMERGNGSTEDLTAR 

VLDLASPIGRGQRGLIVAPPKAGKTMLLQNIATS 

I AYNHPDCVLMVLL I DERPEEVTE 

MQRLVKGEVIASTFDEPASRHVQVAEMVIEKAKR 

LVEHKKDVI I L LDS I TRLARAYNT 

WP AS GKVL T G G VD AN AL HRP KRFF G AARN VE E G 

GSLTIIATALVDTGSKMDEVIYEE 

FKGTGNMELHLSRKIAEKRVFPAIDFNRSGTRKE 

ELLTTTEELQKMWILRRILHPMGE 

I DAMEFL I SKLATAKTNDQFFDNMRRS " 

/gene="rho" 

/locus-tag="YE016 8" 

/inf erence=" protein 

motif :PFAM:PF00006" 

/note="Pfam match to entry PF00006 

ATP-synt-ab, ATP synthase 

alpha/beta family, 

nucleotide-binding domain , score 

290.0, E-value 1.9e-84" 

/gene="rho" 

/locus-tag="YE0168" 

/inf erence= "protein 

motif :Prosite:PS0 0 46 4" 

/note="PS00464 Ribosomal protein 

L22 signature." 

/gene="rho" 

/locus-tag="YE016 8" 

/ inf erence="protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/gene="rf e" 

/locus-tag="YE0169" 

/note=" synonym: b3784" 

/gene="rf e" 

/locus-tag="YE0169" 

/codon-start=l 

/transl-table=ll 

/product= "putative 

undecaprenyl-phosphate 

alpha-N-acetylglucosaminyltransf er 

ase" 

/protein-id="CAL10308 . 1" 
/db-xref="GI : 122087527" 
/db-xref="GOA:AUI70" 
/db-xref="InterPro: IPR000715" 
/db-xref="InterPro: IPR012750" 
/db-xref="UniProtKB/TrEMBL:AlJI70" 
/ translation="MNLLTMSTEIFVIFMFSLAF 
LFVARKVAKKIGLVDKPNYRKRHQ 
GLIPLVGGISVFAGICFTFLITNQHIPHFRLYLG 
CAGLLVFVGAL DDRF D I S VK I RAF 
VQALVGIAMMAVAGLYLRSLGHAFGPWEMILGPF 



misc-f eature 



Do: 



n(20: 



202968. 
203049. 
203139. 
203226. 
203313. 
203385. 
203472. 
203568. 
203715. 
203796. 



848 . .202907, 

203036, 

203102, 

203198, 

203294, 

203372, 

203453, 

203540, 

203624, 

203768, 

203849) 



misc-feature 203052 .. 203543 



203969. .205030 



203969. .205030 



GYWTLFAVWAAINAFNMVDG I DG 

LLGGLSCVSFGAMGILLYQSGQMALALWCFAMIA 

AILPYILLNLGLLGRRYKVFMGDA 

GSTLIGFTAIWILLQTTQGNAHPINPVTALWI I A 

IPLMDMIAIMYRRLRKGMSPFSPD 

RQHIHHLI MRAGF T S RQAFVL I T LAAAL LAAVGV 

IGERLTFVPEWVMLALFLLAF I LY 

GYC I KRAWRVARF I KRTKRRMRRAS QNKHE S " 

/gene="rf e" 



/locus-tag="YE0169" 
/ inf erence="protein 
motif :TMHMM: 2.0" 

/note="ll probable transmembrane 

helices predicted for YE0169 by 

TMHMM2.0 at aa 5-24, 45-67, 72-89, 

102-121,131-153, 160-179, 184-206, 

213-235, 245-263, 294-311 and 

321-338" 

/gene="rf e" 

/locus-tag="YE0169" 

/ inf erence="protein 

motif :PFAM:PF0 0953" 

/note="Pfam match to entry PF00953 

Glycos-transf-4, Glycosyl 

transferase, score 20.2, E-value 

9.7e-08" 

/gene="wzzE" 

/locus-tag="YE0170" 

/note="synonyms : b3785, wzz" 

/gene="wzzE" 

/locus-tag="YE0170" 

/codon-start=l 

/transl-table=ll 

/product=" putative 

lipopolysaccharide biosynthesis 

protein" 

/protein-id="CAL10309 .1" 

/db-xref="GI : 122087528" 

/db-xref="GOA:AUI71" 

/db-xref="InterPro:IPR003856" 

/db-xref="UniProtKB/TrEMBL:AUI71" 

/ translation="MSTDKTGSTHNEPSVDNELD 

IRSLCRTLWRGKVWIIGMAILFAA 

IALGVSYLVKQQWSATAITDRPTVNNLGGYYSQQ 

QFLRNLDNRINSAASSEQPGISDE 

AYGEFITQLAAYDTRRDFWLQTDYYKQRVEGDAK 

ADAAL L DE LVNN IVFTPRDDKKML 

NDSIKLTAETASDSNKLLRSYIDFASQRAASHLN 

DEIEGAWAARTQSMKAQVKRQEAV 

AKAVF DRE VT AVT Q AL KVAS QQGINRNQTDTPAE 

QLPDSKMFMLGKPMLEARLETLQA 

TGPSFDIDYDQNRAMLATLNVGPTLDKTFQTYRY 



misc-feature 204017 .. 204520 



misc-feature join (204059 .. 204127, 
204947. .205006) 



gene 205110 .. 206240 

CDS 205110. .206240 



misc-feature 205233 .. 206219 



gene 206237 .. 207499 

CDS 206237. .207499 



LRTPEDPVTRDSPRRVFLLIMWGA 

IGALVGAGWLVRRTSRTE" 

/gene="wzzE" 

/locus-tag="YE0170" 

/ inf erence="protein 

motif :PFAM:PF02 706" 

/note="Pfam match to entry PF02706 
wzz, Chain length determinant 
protein, score 45.5, E-value 
7.8e-ll" 
/gene="wzzE" 

/locus-tag="YE0170" 

/inf erence=" protein 

motif :TMHMM: 2.0" 

/note="2 probable transmembrane 

helices predicted for YE0170 by 

TMHMM2.0 at aa 31-53 and 327-346" 

/gene="rf f E" 

/locus-tag="YE0171" 

/note="synonyms : nfrC, wecB" 

/ gene="r f f E " 

/locus-tag="YE0171" 

/codon-start=l 

/transl-table=ll 

/product="UDP-N-acetylglucos amine 
2-epimerase" 

/protein-id="CAL10310 . 1" 

/db-xref="GI : 122 0 8 7529" 

/db-xref="GOA:AUI72" 

/db-xref="InterPro: IPR003331" 

/db-xref="UniProtKB/TrEMBL:AUI72" 

/ trans lation="MKVLTVFGTRPEAIKMAPLV 

HALAQDEAFESRVCVTAQHREMLD 

QVLRLFEIQPDYDLNIMKPGQGLTEITCRILEGL 

KPVLAEFKPDVILVHGDTTTTLST 

SLAAFYHRIPVGHVEAGLRTGNLYSPWPEEANRQ 

L T G H L AM Y H F A P T E 11 S R C 1 11 L L R E 1 J 

VPDNRIFVTGNTVIDALFWVRDRVMNNPQLRASL 

AERYPF I DTNKKMI LVTGHRRE SF 

GGGFERICSALAEIALKHPEVQWYPVHLNPNVS 

EPVNRILKGIDNI ILIDPQDYLPF 

VYLMNHAYLILTDSGGIQEEAPSLGKPVLVMRDT 

TERPEAVDSGTVLLVGTNINKIVD 

AVTRLLTDETAYHQMTRAHNPYGDGHACQRILEA 

LKNHQVTL" 

/gene="rf f E" 

/locus-tag="YE0171" 

/inf erence=" protein 

motif :PFAM:PF02350" 

/note="Pfam match to entry PF02350 

Epimerase-2 , UDP-N-acetylglucosamin 

e 2-epimerase, score 723.5, 

E-value 6e-215" 

/ gene="rf f D" 

/locus-tag="YE0172" 

/note="synonyms : b3787, wecC" 

/gene="rf f D" 

/locus-tag="YE0172" 

/ codon-start=l 

/transl-table=ll 

/product=" putative 



UDP-glucose/GDP-mannose 

dehydrogenase" 

/protein-id="CAL10311 . 1" 

/db-xref="GI : 122087530" 

/db-xref="GOA:AUI73" 

/db-xref="InterPro: IPR001732" 

/db-xref="InterPro: IPR014026" 

/db-xref="InterPro: IPR014027" 

/db-xref="InterPro: IPR014028" 

/db-xref="InterPro: IPR016040" 

/db-xref="InterPro: IPR017476" 

/db-xref="UniProtKB/TrEMBL:AUI73" 

/ translation="MSFETISVIGLGYIGLPTAA 

AFASRKKKVIGVDVNAHAVET INR 

GAIHIVEPDLDKWKIAVEGGYLQAVTKPLAADA 

FLIAVPTPFKGDHEPDMVYVESAA 

KSIAPVLKKGDLVILESTSPVGATEQMAQWLAEA 

RPDLSFPQNVGEEADINIAYCPER 

VLPGQVMVELIQNDRVIGGMTPKCSARASELYKI 

FLEGECWTNSRTAEMCKLTENSF 

RDVNIAFANELSLICDEQGINVWELIRLANRHPR 

VNI LQPGPGVGGHC I AVDPWF I VS 

QNPQLARLIHTARLVNDGKPLWWDRVKAAVADC 

LAATDKRASEVKIACFGLAFKPNI 

DDLRESPAVEIAHLIAQWHTGETLWEPNVEQLP 

KSLVGHVTLKDTATALQQADVLVM 

LVDHSQFKAIKPEDVKQSWIVDTKGVWR" 

sig-peptide 206237 .. 206305 /gene="rffD" 

/locus-tag="YE0172" 
/note="Signal peptide predicted 
for YE0172 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.6 73) 
with cleavage site probability 
0.576 between residues 23 and 24" 

misc-feature 206246 .. 206827 /gene="rffD" 

/locus-tag="YE0172" 
/inf erence= "protein 
motif :PFAM:PF03721" 

/note="Pfam match to entry PF03721 
UDPG-MGDP-dh-N, UDP-glucose/GDP-man 
nose dehydrogenase family, NAD 
binding domain, score 299.1, 
E-value 3.6e-87" 
misc-feature 206849 .. 207127 /gene="rffD" 

/locus-tag="YE0172" 
/inf erence=" protein 
motif :PFAM:PF00984" 

/note="Pfam match to entry PF00984 
UDPG-MGDP-dh, UDP-glucose/GDP-manno 
se dehydrogenase family, central 
domain, score 153.9, E-value 
1.9e-43" 

misc-feature 207206 .. 207481 /gene="rffD" 

/locus-tag="YE0172" 
/ inf erence="protein 
motif :PFAM:PF03 72 0" 

/note="Pfam match to entry PF03720 
UDPG-MGDP-dh-C, UDP-glucose/GDP-man 
nose dehydrogenase family, UDP 
binding domain, score 91.3, 
E-value 1.2e-2 4" 
gene 207496 .. 208563 /gene="rffG" 



/locus-tag="YE0173" 
CDS 207496. .208563 /gene="rffG" 

/locus-tag="YE0173" 

/codon-start=l 

/transl-table=ll 

/product="dTDP-D-glucose-4, 6-dehyd 
ratase" 

/protein-id="CAL10312 .1" 

/db-xref="GI : 122087531" 

/db-xref="GOA:AUI74" 

/db-xref="InterPro: IPR001509" 

/db-xref="InterPro: IPR005888" 

/db-xref="InterPro: IPR016 0 40" 

/db-xref="UniProtKB/TrEMBL:AUI74" 

/ translation="MRRILVTGGAGFIGSAWRH 

IIDGTSDSWWDKLTYAGNLESL 

AWAHSERYAFEQVDICDRAELDRVFAQYQPDW 

MHLAAESHVDRSIDGPAAFIETNV 

VGT YQMLEAARH YWQP L DAKKKL AFRFHH I S T DE 

VYGDLHGTDDLFTETTPYAPSSPY 

SASKASSDHLVRAWLRTYGLPTLVTNCSNNYGPY 

HFPEKLIPLVILNALAGKPLPVYG 

NGAQVRDWLFVEDHARALYQWTEGWGETYNIG 

GHNERKNIEWETICALLDELVPE 

KPAGIARYRDLITFVKDRPGHDMRYAIDASKIER 

ELGWRPQETFESGIRKTVLWYLNN 

KSWWQRVQDGSYAGERLGLGD" 

misc-feature 207505 .. 208500 /gene="rffG" 

/locus-tag="YE0173" 

/ inf erence="protein 

motif :PFAM:PF013 70" 

/note="Pfam match to entry PF01370 

Epimerase, NAD dependent 

epimerase/dehydratase family, 

score 720 . 1, E-value 6.4e-214" 

gene 208794 .. 209675 /gene="rffH" 

/locus-tag="YE0174" 

CDS 208794. .209675 /gene="rffH" 

/locus-tag="YE0174" 

/codon-start=l 

/transl-table=ll 

/product=" glucose- 1 -phosphate 

thymidy ly It ransf erase" 

/protein-id="CAL10313 .1" 

/db-xref="GI : 122087532" 

/db-xref="GOA:AUI75" 

/db-xref="InterPro: IPR005835" 

/db-xref="InterPro: IPR005907" 

/db-xref="UniProtKB/TrEMBL:AUI75" 

/ translation="MKGI ILAGGSGTRLHPITRG 

VSKQLLPVYDKPMIYYPLSVLMLA 

GIRDILIISTPEDLPSFQRLLGNGDEFGINLSYA 

AQPSPDGLAQAFIIGEEFIGNEPC 

CLVLGDNIYFGQGFSPKLKAVAAREHGATVFGYQ 

VMDPERFGWEFDDDFRALSIEEK 

PTQPKSNWAVTGLYFYDNQWDFAKKVKPSSRGE 

LEITSINQMYLDRGELTVELLGRG 

FAWLDTGTHDSLIEASTFVQTVEKRQGFKIACLE 

EISWRNGWLDDDGVRRAATALAKT 

GYGKYLLDLLHARPRQY" 

misc-feature 208797 .. 209513 /gene="rffH" 

/locus-tag="YE0174" 



/inf erence=" protein 
motif :PFAM:PF0 0 4 83" 

/note="Pfam match to entry PF00483 
NTP-transf erase, Nucleotidyl 
transferase, score 390.3, E-value 
1.2e-114" 

gene 209764 .. 210390 /gene="rffC" 

/locus-tag="YE0175" 
/note="synonyms : b3790, wecD" 

CDS 209764. .210390 /gene="rffC" 

/locus-tag="YE0175" 

/codon-start=l 

/transl-table=ll 

/product= "putative 

lipopolysaccharide biosynthesis 

protein" 

/protein-id="CAL10314. 1" 
/db-xref="GI : 122087533" 
/db-xref="GOA:AUI76" 
/db-xref="InterPro: IPR000182" 
/db-xref="InterPro: IPR012752" 
/db-xref="InterPro: IPR016181" 
/db-xref="UniProtKB/TrEMBL:AUI76" 
/ translation="MDAFTLTQAKVPTHRLDLID 
SLGQLGFKLVEGEVDLVLLVEEKD 
RVGTENASSAIDTGTYQQRLATTADIPLLRS VAA 
'i'AFAL; pfpaf: YDPQD GRFYAL 
WAEKAVLGTFDHQCLLVMDTFGQPAGFVTLRDLQ 
DG S AR I GL L AVFP DAQGKG IGSLL 
MSAAKQWCQSHGLHRLRVATQMSNVAALRLYIRS 
GASIESTAYWLCRG" 
misc-feature 210115 .. 210354 /gene="rffC" 

/locus-tag="YE0175" 
/inf erence= "protein 
motif :PFAM:PF0 0583" 

/note="Pfam match to entry PF00583 
Acetyltransf, Acetyltransf erase 
(GNAT) family, score 73.5, E-value 
2.9e-19" 

gene 210392 .. 211522 /gene="rffA" 

/locus-tag="YE0176" 
/note="synonyms : b3791, wecE" 

CDS 210392. .211522 /gene="rffA" 

/locus-tag="YE0176" 

/ codon-start=l 

/transl-table=ll 

/product= "putative 

lipopolysaccharide biosynthesis 

protein" 

/protein-id="CAL10315 . 1" 
/db-xref="GI : 122087534" 
/db-xref="GOA:AUI77" 
/db-xref="InterPro: IPR000653" 
/db-xref="InterPro: IPR012749" 
/db-xref="InterPro: IPR015421" 
/db-xref="InterPro: IPR015422" 
/db-xref="UniProtKB/TrEMBL:AlJI77" 
/ trans lation=" MI PFNAPPWGTELGYMQAA 
ITSGKLCGDGGFTRRCQQWMEKRF 
DCPKVLLTPSCTASLEMAALLLDIKPGDEVIMPS 
FTFVS TANAFVLRGAKMVF VD I RP 
DTMNIDETKIEAAITDKTKVIVPVHYAGVACEMD 



T I MAL AKKHN L F WE D AAQ G VM S T 

YKGKALGTIGHIGCFSFHETKNYTAGGEGGATLI 

NDPSLIDRAEI IREKGTNRSQFFR 

GQVDKYTWRDIGSSYLMSDLQAAYLWGQLEAADQ 

INQRRLALWHTYYDAFKPLADAGR 

IDLPVIPGNLAQNAHMFYIKLRDIEDRSKFISFL 

KEAEIMAVFHYIPLHACPAGEEFG 

RMDGEDRFTTKESERLVRLPIFYNLTDVNQSTVI 

NTVLSFFA" 

misc-feature 210410 .. 211507 /gene="rffA" 

/locus-tag="YE0176" 
/inf erence=" protein 
motif :PFAM:PF01041" 

/note="Pfam match to entry PF01041 
DegT-DnrJ-EryCl, DegT/Dnr J/EryCl / St 
rS aminotransferase family, score 
291.1, E-value 9.2e-85" 

misc-feature 210758 .. 210790 /gene="rffA" 

/locus-tag="YE0176" 
/inf erence=" protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 

gene 211524 .. 212780 /gene="wzxE" 

/locus-tag="YE0177" 

/note=" synonyms : b3792, wzx" 

CDS 211524. .212780 /gene="wzxE" 

/locus-tag="YE0177" 

/codon-start=l 

/transl-table=ll 

/product="putative 

lipopolysaccharide biosynthesis 

protein" 

/protein-id="CAL10316 .1" 
/db-xref="GI : 122087535" 
/db-xref="GOA:AUI78" 
/db-xref="InterPro: IPR002797" 
/db-xref="UniProtKB/TrEMBL:AUI78" 
/ translation="MSLAKASIWTAGSTLIKIGV 
GLLWKLLAVTFGPSGVGQAGNFR 
QLITVLGVLSGAGIFNGITKYVAEYHQQPERLRA 
VLGTSSAIVLGFSTLLALIFLLAA 
KPVSIALFGHADYQNWRAVAFIQMGIAYANLFL 
AI LKGYRDAMGNAL AVI GG S L I GV 
VAYYICFRIGGYPGALVGLALVPALWIPAAAML 
IRRKTIPLSYLKLSWDKALASHLG 
KFTIMALITSVTLPVAYVMMRNLLADRYGWDAVG 
IWQGVSSISDAYLQFITASFTVYL 
LPTLSRLKAKADI SRE I LRS LKFVLPAVATAS L I 
VWLLRDFAIWLLFSHQFTAMRDLF 
AWQLVGDVLKVGSYVFGYLVIAKASLRFYILTEV 
S QF L L L TGF AH WL I PMNG S L G AAQ 
AYMAT Y I VYF ALC S CVFLMYRRH S S P " 
misc-feature 211530 .. 212375 /gene="wzxE" 

/locus-tag="YE0177" 
/ inf erence="protein 
motif :PFAM:PF019 43" 

/note="Pfam match to entry PF01943 
Polysacc-synt, Polysaccharide 
biosynthesis protein, score 36.7, 
E-value 3.4e-0 8" 



join(211560. .211628 



gene 
CDS 



211656. 
211761 . 
211872 . 
211959 . 
212040 . 
212169 . 
212280. 
212409 . 
212520. 
212607. 
212685. 



211724. 
211829. 
211940, 
212027. 
212108, 
212237, 
212348, 
212477, 
212588, 
212675, 
212753 



/gene="wzxE " 



misc-feature 212712 .. 212744 



212803. .213888 
212803. .213888 



213885. .215261 



213885. .215261 



/locus-tag="YE0177" 
/inf erence=" protein 
motif :TMHMM: 2.0" 

/note="12 probable transmembrane 
helices predicted for YE0177 by 
TMHMM2.0 at aa 13-35, 45-67, 
80-102, 117-139,146-168, 173-195, 
216-238, 253-275, 296-318, 
333-355,362-384 and 388-410" 
/gene="wzxE" 
/locus-tag="YE0177" 
/inf erence= "protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
/locus-tag="YE0178" 
/locus-tag="YE0178" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10317. 1" 
/db-xref="GI : 122087536" 
/db-xref="GOA:AUI79" 
/db-xref="InterPro: IPR009993" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
179" 

/ translation="MTTLIHVLGSDIPHHNLTVL 

RFFNDVLTTRVPAEQARHFMVAAK 

ETAPFSSFPQLEIETHSNKKTLAEAVITRAQASR 

DTRFFWHGQFNATLWLALLSGKIK 

PHQVYWHIWGADLYEDAKSLKFRLFYLLRRIAQG 

RVGHVFATRGDLIYFQQRHPRVPA 

SLLYFPTRMDAALTGVNIDKPLAGPMTILVGNSG 

DSTNRH I EALKAI HQQFGP DARVI 

LPMG YP ANNE L Y I E KVRQ AG L AL F AADN L R I L T E 

QIPFDDYLNILRECDLGYFIFNRQ 

QGIGTLCLLTQFGVPFVLSRKNPFWQDLAEQHIP 

VLFYGDSLDEPLIREAQRQLAGLD 

KHAIAFFNPNYIEGWQQALALAAGEHP" 

/gene="wecF" 

/locus-tag="YE0179" 

/note="synonym: rffT" 

/gene="wecF" 

/locus-tag="YE0179" 

/codon-start=l 

/transl-table=ll 

/product= "probable 

4-alpha-L-f ucosyltransf erase" 



misc-f eature 



join(213900. .213959, 
213996. .214064, 
214151, 
214280, 
214406, 
214484, 
214553, 
214616, 
214961, 
215075, 
215171) 



214092 
214212 
214338 
214425 
214494 
214557 
214893 
215022 
215103 



misc-feature 214716 .. 214763 



misc-feature 215106 .. 215138 



gene 
CDS 



215354. .216028 



215354. .216028 



/protein-id="CAL10318 . 1" 

/db-xref="GI : 122087537" 

/db-xref="GOA:AUI80" 

/db-xref="InterPro: IPR010691" 

/ db-xref ="UniProtKB/TrEMBL : Al JI 8 0 " 

/ translation="MTLGQFGGLFSVYLIAVIFI 

LILTYQEFRRVRFNFNVLFSMLYL 

LTFYFGFPLTCMLVFQFGVAWPVEYLLYAMLSA 

TAFYGIYYVSYKTRLRKPRSQPRA 

PVFTMNRVETNLTWMLLALVAIGTVGIFFMQNGF 

LLFKLDSYSKIFSSDVSGVALKRF 

FYFFIPAMLWYFLRQDMRAWFFFLASTVAFGIL 

TYVIVGGTRANI I IAFSLFLFIGI 

VRGW I T L WML AAAG VF GIVGMFWLALKRYGLDVN 

GAEAFYTFLYLTRDTFSPWENLGL 

LLQNYDKIDFQGLAPI IRDFYVFIPSSLWPARPD 

LVLNTANYFTWDVLDNHSGLAI SP 

TLIGSLVVMGGVLFIPLGAIWGLI IKWFDWLYE 

QGKAEKNRYKAAILQSFCFGAVFN 

IIVLAREGLDSFVSRWFFCVIFGACLILAKLLY 

WLFDTAGLIKQRVQHHIGKPKPLS VPHESSQL" 

/gene="wecF" 



/locus-tag="YE0179" 
/inf erence= "protein 
motif :TMHMM:2 . 0" 

/note="ll probable transmembrane 

helices predicted for YE0179 by 

TMHMM2.0 at aa 6-25, 38-60, 70-89, 

110-132,152-174, 181-200, 204-223, 

225-244, 337-359, 380-397 and 

407-429" 

/gene="wecF" 

/locus-tag="YE0179" 

/inf erence=" protein 

motif :Prosite:PS0 0225" 

/note="PS00225 Crystallins beta 

and gamma 'Greek key' motif 

signature . " 

/gene="wecF" 

/locus-tag="YE0179" 

/inf erence= "protein 

motif :Prosite:PS0 0 013" 

/note="PS00013 Prokaryotic 

membrane lipoprotein lipid 

attachment site." 

/ gene="wecG" 

/locus-tag="YE0180" 

/note="synonym: rffM" 

/gene="wecG" 

/locus-tag="YE0180" 

/codon-start=l 

/transl-table=ll 



misc-feature 215465 .. 215980 



216379. .217770 
216379. .217770 



misc-feature 216406 .. 217737 



misc-feature 



join(216439. .216492, 
216502. .216561, 



/product=" probable 

UDP-N-acetyl-D-mannosaminuronic 

acid transferase" 

/protein-id="CAL10319 .1" 

/db-xref="GI : 122087538" 

/db-xref="GOA:AUI81" 

/db-xref="InterPro: IPR004629" 

/ db-xref ="UniProtKB/TrEMBL : Al JI 8 1 " 

/ trans lation="MEQTLDHLLSSGPVKTGTLV 

AMNAEKLLKAEDDAALRQL I TEAE 

YLYADGISMVRAIRRKYPQAKLSRVAGADLWEAL 

MQRAGQQG I PVFLVGGKP DVLAE T 

EAKLRAQWNVNLVGSQDGYFTPEQREALFARIAA 

SGAAIVTVAMGSPKQEMFMRDCRK 

VYPDALYMGVGGTYDVFTGHVKRAPKIWQNMGLE 

WLYRLLAQPSRIRRQFKLLKFVGY YYSGRL " 

/gene="wecG" 

/locus-tag="YE0180" 

/ inf erence="protein 

motif :PFAM:PF03808" 

/note="Pfam match to entry PF03808 

Glyco-tran-WecB, Glycosyl 

transferase WecB/TagA/CpsF family, 

score 292 . 2, E-value 4.2e-85" 

/locus-tag="YE0181" 

/locus-tag="YE0181" 

/codon-start=l 

/transl-table=ll 

/product="putative permease 

protein" 

/protein-id="CAL10320 . 1" 

/db-xref="GI:122087539" 

/db-xref ="G0A:A1JI 82" 

/db-xref="InterPro: IPR002293" 

/db-xref="InterPro: IPR0 0 48 40" 

/db-xref="InterPro: IPR0 0 48 41" 

/db-xref="UniProtKB/TrEMBL:AUI82" 

/ translation="MADNEEKKGLHRGLEARHIE 

LIALGGTIGVGLFMGSASTLKWAG 

PSVLLAYI IAGLFVFFIMRSMGEMLYLEPVAGSF 

AVYAHKYLSPYFGYLTAWGYWFMW 

IAVGISEITAIGVYVQFWFPEIPQWLPAIAGVAI 

VALANLAAVRLYGELEFWFAMIKV 

TTI IVMILVGLGVIFFGFGNHGQPIGFDNLTAHG 

GFFAGGWKGFMFALCIWASYQGV 

E L VG I T AGE ARNPQ VT LKRAINNILWRILIFYVG 

AIFVIVTIFPWDGIGTGGSPFVLT 

FAKIGIVSAAGI INFWLTAALSGCNSGMYSGGR 

ML Y AL AKNRQ L P AC LTKLSASGVP 

VYC I AVT I LCLMVGS SLNYI I PNPQQVF VYVY S A 

SVLPGMVPWFWLVSQLRFRQAHV 

EALKQHPFKS I MFPYVNYLT I AF L I C VL VGMG LN 

PDTRLSLLVGVIFLGLVTACYFCL 

GMHNKVP VE I KRR " 

/locus-tag="YE0181" 

/inf erence=" protein 

motif :PFAM:PF0 032 4" 

/note="Pfam match to entry PF00324 
aa-permeases, Amino acid permease, 
score 500.3, E-value 9.3e-148" 
/locus-tag="YE0181" 



gene 
CDS 



216661. 
216757. 
216844. 
216955. 
217099. 
217195. 
217375. 
217456 . 
217585. 
217663. 



.216729, 
.216825, 
.216912, 
.217023, 
.217167, 
.217263, 
.217443, 
.217524, 
.217653, 
.217731) 



misc-feature 216505 .. 216597 



misc-feature 217249 .. 217281 



misc-feature 217684 .. 217716 



217919. .217995 
217919. .217995 



218079. .218154 
218079. .218154 



218170. .218256 
218170. .218256 



218332. .218408 
218332. .218408 



complement ( 219361 . 
60) 



complement ( 219361 . 
60) 



/ inf erence="protein 
motif :TMHMM:2 . 0" 

/note="12 probable transmembrane 
helices predicted for YE0181 by 
TMHMM2.0 at aa 21-3 8, 42-61, 
95-117, 127-149,156-178, 193-215, 
241-263, 273-295, 333-355, 
360-382,403-425 and 429-451" 
/locus-tag="YE0181" 
/inf erence=" protein 
motif :Prosite:PS00218" 
/note="PS00218 Amino acid 
permeases signature." 
/locus-tag="YE0181" 
/inf erence= "protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
/locus-tag="YE0181" 
/inf erence= "protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 
attachment site." 
/gene="tRNA-Arg (CCG) " 
/gene="tRNA-Arg (CCG)" 
/product="tRNA-Arg" 
/note="codon recognized: CGG" 
/gene="tRNA-His (GTG) " 
/gene="tRNA-His (GTG)" 
/product="tRNA-His" 
/note="codon recognized: CAC" 
/gene="tRNA-Leu (CAG) " 
/gene="tRNA-Leu (CAG)" 
/product="tRNA-Leu" 
/note="codon recognized: CUG" 
/gene="tRNA-Pro (TGG) " 
/gene="tRNA-Pro (TGG)" 
/product="tRNA-Pro" 
/note="codon recognized: CCA" 
.2205 /gene="hemY" 

/locus-tag="YE0184" 
.2205 /gene="hemY" 

/locus-tag="YE0184" 
/ codon-start=l 
/transl-table=ll 

/product="putative protoheme IX 
biogenesis protein" 
/protein-id="CAL10321 . 1" 



/db-xref="GI : 122087540" 
/db-xref="GOA:AUI83" 
/db-xref="InterPro: IPR005254" 
/db-xref="InterPro: IPR010817" 
/db-xref="InterPro: IPR011990" 
/db-xref="InterPro: IPR013026" 
/db-xref="InterPro: IPR013105" 
/db-xref="UniProtKB/TrEMBL:AUI83" 
/ translation="MLRVLLLFLILTAGIVLGPM 
LAGHQGYVL I Q T DNYNVE T S VT G L 
VIMLVLVLVAFLIVEWILRRIFRTGARTRGWFLG 
RKRTRARKQTKAALIKLAEGDFKQ 
VEKLLTRNADHAEQPMVNYLLAAEAAQQRGDEFR 
TNQYLERAAEVADTDQLPVDITRV 
RIQLAQGHVHAARHGVDRLLDQAPRHPEVLRLAE 
QAYLRSGAYS S LLE I LPAMSKVQV 
HTAEEIAALEQQAYIGMMNQCMAEEGSDGLKRWW 
KDQSRKVRNEIPLQVALAEHLIEC 
DDSDVAQQI ILDGLKRQYDERLVLLIPRLKSGNP 
EPIEKSLRQHIKQHGATPLLNSTL 
GQLMLKHGEWEKASEAFKAALAQRPDGYDYAWLA 
DALDKLHRPEDAAQARREGLLLTL RQNGESL" 
sig-peptide complement ( 220492 .. 2205 /gene="hemY" 

60) 

/locus-tag="YE0184" 
/note="Signal peptide predicted 
for YE0184 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.919) 
with cleavage site probability 
0.457 between residues 23 and 24" 
misc-feature complement ( 220072 .. 2201 /gene="hemY" 
01) 

/locus-tag="YE0184" 
/inf erence= "protein 
motif :Prosite:PS0 0215" 
/note="PS00215 Mitochondrial 
energy transfer proteins 
signature . " 

misc-feature complement ( join (220375 . /gene="hemY" 
.220443, 

220480. .220548) ) 

/locus-tag="YE0184" 
/inf erence= "protein 
motif :TMHMM: 2.0" 
/note="2 probable transmembrane 
helices predicted for YE0184 by 
TMHMM2.0 at aa 5-27 and 40-62" 
gene complement ( 220563 .. 2216 /gene="hemX" 

87) 

/locus-tag="YE0185" 
CDS complement (220563 . .2216 /gene="hemX" 

87) 

/locus-tag="YE0185" 
/ codon-start=l 
/transl-table=ll 
/product=" putative 
uroporphyrin-I I I 
C-methy ltr an sf erase" 
/protein-id="CAL10322 .1" 
/db-xref="GI : 122087541" 
/db-xref="GOA:AUI84" 
/db-xref="InterPro: IPR007470" 



/db-xref="UniProtKB/TrEMBL:AUI8 4" 

/ trans lation="MTEQNTP SAP VEETTTAAER 

HQQPEPEIRREKKSGPILGAIAIA 

LAIALGAGLYYHGHQQAQLQEAANIALQEQLAEL 

KQSQLQEKQQLESLLQQQGKALEA 

ADRQQTSLTRQLNELQEKVATISGSDAKTWLLAQ 

ADFLVKMAGRKLWS DQDVT TAAT L 

LKS ADAS LADMNDP S L I DVRRALTED I S T L SAVT 

QVDFDGIILKLNQLSNQVDNLRLA 

DNNIDDSPMDANSDELSSSLAEWRQNLTKSWHSF 

MS DF I T I RRRD S S AEP L LAPNQDV 

YLRENIRSRLLVAAQAVPRHQDEVYKQSLETI ST 

WVRAYFDVNDPNTKAFLDELESLS 

QQS I SMDVPDQLKSQPMLEKLMQTRVRNLLAQAP 

VAAQGE " 

misc-f eature complement ( 221517 .. 2215 /gene="hemX" 
85) 

/locus-tag="YE0185" 
/ inf erence="protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted for YE0185 by 
TMHMM2.0 at aa 35-5 7" 
gene complement ( 221720 .. 2224 /gene="hemD" 

66) 

/locus-tag="YE0186" 
CDS complement (221720. .2224 /gene="hemD" 

66) 

/locus-tag="YE0186" 
/codon-start=l 
/transl-table=ll 
/product="uroporphyr inogen-I I I 
synthase" 

/protein-id="CAL10323 .1" 
/db-xref="GI : 122087542" 
/db-xref="GOA:AUI85" 
/db-xref="InterPro: IPR0 03 754" 
/db-xref="UniProtKB/TrEMBL:AUI85" 
/ translation="MTILVTRPSPAGEQLVSRLR 
ALGRVAYHAPLIDFSPGDDLPKLP 
ALLQDMQAGDLVFALSQNAVRYANPLLKRNNLSW 
PAQLSYYAIGRNTALALHTASRLH 
VTFPPTGETSEMLLSLPDLQQLTGKKALLLRGNG 
GRELLGESLRERGATVTFCECYQR 
SPIFYDGSEQSAHWQRSGVDILWTSGEMLQQIY 
TLVPDYYRSSWLLRCRLVWSDRL 
AALAAQMGWSN IRVAENADNDAL I RALQDF " 
misc-feature complement ( 221735 .. 2224 /gene="hemD" 
39) 

/locus-tag="YE0186" 
/ inf erence="protein 
motif :PFAM:PF026 02" 

/note="Pfam match to entry PF02602 
HEM4, Uroporphyrinogen-I I I synthase 
HemD, score 165.6, E-value 
5.5e-47" 

gene complement ( 222463 .. 2234 /gene="hemC" 

04) 

/locus-tag="YE0187" 
/note="synonym: popE" 
CDS complement (222463. .2234 /gene="hemC" 

04) 



/locus-tag="YE0187" 
/codon-start=l 
/transl-table=ll 
/product= "porphobilinogen 
deaminase" 

/protein-id="CAL1032 4. 1" 
/db-xref="GI: 122087543" 
/db-xref="GOA:AUI86" 
/db-xref="InterPro: IPR000860" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
186" 

/ translation="MLDKI IRIATRQSPLALWQA 

HYVQHLLQANHPGLQVELVPMVTR 

GDIILDTPLAKVGGKGLFVKELELALLEGRADIA 

VHSMKDVPIAFPEGLGLVTICERD 

DPRDAFVSINYAHLDELPAGSIVGTSSLRRQCQL 

RERRPDLI IRDLRGNVGTRLAKLD 

KGE YHAI I L AVAG L KRL G L E T R I R Y AMP AE E S L P 

AVGQGAVG IECRLDDNFTRQLLAP 

LNHRETELRVCAERAMNTRLEGGCQVPIGSYAEL 

DGDTLWLRALVGAPDGSEI IRGER 

RGPAENAEQMG VE LADEL L S RGARE I L AE VYQ DN 

PPL" 

misc-f eature complement ( 222511 .. 2227 /gene="hemC" 

32) 

/locus-tag="YE0187" 
/ inf erence="protein 
motif :PFAM:PF03900" 
/note="Pfam match to entry PF03900 
Porphobil-deamC, Porphobilinogen 
deaminase, C-terminal domain, 
score 117.1, E-value 2.1e-32" 
misc-f eature complement ( 222664 .. 2227 /gene="hemC" 
14) 



misc-feature complement ( 222754 . 
92) 

gene 223809 .. 226355 

CDS 223809. .226355 



/locus-tag="YE0187" 
/inf erence= "protein 
motif :Prosite:PS0 0533" 
/note="PS00533 Porphobilinogen 
deaminase cof actor-binding site." 
.2233 /gene="hemC" 

/locus-tag="YE0187" 
/ inf erence="protein 
motif :PFAM:PF01379" 

/note="Pfam match to entry PF01379 

Porphobil-deam, Porphobilinogen 

deaminase, dipyromethane cofactor 

binding domain, score 471.6, 

E-value 4.3e-139" 

/gene="cyaA" 

/locus-tag="YE0189" 

/note="synonym: cya" 

/ gene="cyaA" 

/locus-tag="YE0189" 

/codon-start=l 

/transl-table=ll 

/product="adenylate cyclase" 

/protein-id="CAL10325. 1" 

/db-xref="GI : 122087544" 

/db-xref="GOA:AUI87" 

/db-xref="InterPro: IPR000274" 

/db-xref="UniProtKB/TrEMBL:AlJI8 7" 



/translation^' MYLYIETLKQRLDAINQLRV 

DRAL AAMGP AF QKVY SLLPTLLHC 

HHPLMPGYLDGNVPHGICLFTPNETQQDYLSEVE 

AKWGQP LQQ SVGGELPIT G VY S MG 

STSSIGQCHTSDLDIWVCHQAWLDAEERNRLQKK 

CSLLEKWAASMGVEVSFFLIDENR 

FRHNASGSLGGEDCGSTQHILLLDEFYRSAVRLA 

GKRI LWNMVPVEEENNYDD YVL S L 

YAQGVLTPNEWLDLGGLSTLSAEEYFGASLWQLY 

KSIDSPYKAVLKTVLLEAYSWEYP 

NSQLLAMEIKQRLHAGEIVAFGLDAYCMMLDRVT 

RYLTQINDTTRLNLVRRCFYLKVC 

EKL SRTPAS VGWRRE I L S QL VS E WGWS DE S LAVL 

DNRANWK I ERVRE AHNE L L DAMMQ 

SYRNLIRFARRNNLSVSASPQDIGVLTRKLYAAF 

EALPGKVTLVNPQISPDLSEEHLT 

FIHVPAGRANRPGWYLYNQAPSMETIVSHQPLEY 

NRYLNKLVSWAYFNGLLTSKTHLH 

IKSANLCDTVKLQELVTDISHHFPLRLPAPTPKA 

LYSPCEIRHLAI IVNLEHDPTAAF 

RNQWHFDFRKLDVFSFGEQQQCLVGSIDLLYRN 

SWNEVRTLHFSGEQAVLEALKTIL 

GKMHQDAAPPESVDVFCYSQHLRGLIRTRIQQLV 

SECIELRLSSTRQEPGRFKAVRVA 

GQTWGLFFERLSVSVQKLENAIEFYGAISNNKLH 

GLSIQVETDQIHLPPWDGFASEG 

I IQFFFEGTADEKGFNI YI LDETNRVEVYHHCEG 

SKEELVRDVSRFYSSSHDRFTYGS 

SFINFNLPQFYQIVQLDGRTQVIPFRSNALSHLH 

IADKETSAPAQQFQLH" 

misc-feature 223809 .. 226298 /gene="cyaA" 

/locus-tag="YE0189" 

/ inf erence="protein 

motif :PFAM:PF0 1295" 

/note="Pfam match to entry PF01295 

Adenylate-cycla, Adenylate cyclase, 

class-I, score 2160.8, E-value 0" 

misc-feature 224085 .. 224102 /gene="cyaA" 

/locus-tag="YE0189" 
/ inf erence="protein 
motif :Prosite:PS0 03 43" 
/note="PS00343 Gram-positive cocci 
surface proteins 'anchoring' 
hexapeptide . " 

misc-feature 224532 .. 224567 /gene="cyaA" 

/locus-tag="YE0189" 
/inf erence=" protein 
motif :Prosite:PS0 1092" 
/note="PS01092 Adenylate cyclases 
class-I signature 1." 

misc-feature 225600 .. 225644 /gene="cyaA" 

/locus-tag="YE0189" 
/inf erence=" protein 
motif :Prosite:PS0 1093" 
/note="PS01093 Adenylate cyclases 
class-I signature 2." 

gene complement ( 226526 .. 2268 /gene="cyaY" 

46) 

/locus-tag="YE019 0" 
CDS complement (226526 . .2268 /gene="cyaY" 

46) 

/locus-tag="YE0190" 



misc-f eature 



complement (226529. 
46) 



226960. 
226960. 



227163 
227163 



sig-peptide 



226960. .227028 



misc-feature 226972 .. 227040 



misc-feature 226987 .. 227019 



227252. .228076 



227252. .228076 



/codon-start=l 
/transl-table=ll 

/product="f rataxin-like protein" 
/protein-id="CAL10326 .1" 
/db-xref="GI : 122087545" 
/db-xref="InterPro: IPR002908" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
188" 

/ translation="MNDSEFHQLADQLMLCIEET 
LDGFSGDSDIDYETNGGVMTLTFE 
NGSKIVINRQEPLHQVWLATKAGGYHFDYREGHW 
YCSRSGEEFFTKLSEAATAQAGEV VSFS" 
.2268 /gene="cyaY" 

/locus-tag="YE019 0" 
/ inf erence="protein 
motif :PFAM:PF0 1491" 

/note="Pfam match to entry PF01491 
Frataxin-Cyay, Frataxin-like 
domain, score 242.5, E-value 
3.8e-70" 

/locus-tag="YE0191" 
/locus-tag="YE0191" 
/codon-start=l 
/transl-table=ll 

/product=" putative lipoprotein" 

/protein-id="CAL10327. 1" 

/db-xref="GI: 122 0 8 7546" 

/db-xref="UniProtKB/TrEMBL:AUI89" 

/translation=" MKKKLCWS L TAMMVFAL S GC 

GLKGPLYFPPSDKPKVETTKQDSG 

QVDKNQQGLPGDSKPTQSIAGPQ" 

/locus-tag="YE0191" 

/note="Signal peptide predicted 

for YE0191 by SignalP 2.0 HMM 

(Signal peptide probabilty 0.994) 

with cleavage site probability 

0.378 between residues 23 and 24" 

/locus-tag="YE0191" 

/ inf erence="protein 

motif :TMHMM: 2.0" 

/note="l probable transmembrane 

helix predicted for YE0191 by 

TMHMM2.0 at aa 5-2 7" 

/locus-tag="YE0191" 

/inf erence=" protein 

motif :Prosite:PS0 0 013" 

/note="PS00013 Prokaryotic 

membrane lipoprotein lipid 

attachment site." 

/gene="dapF" 

/locus-tag="YE0192" 

/gene="dapF" 

/locus-tag="YE0192" 

/codon-start=l 

/transl-table=ll 

/product="diaminopimelate 

epimerase" 

/protein-id="CAL10328 . 1" 
/db-xref="GI : 122087547" 
/db-xref="GOA:AUI9 0" 
/db-xref="InterPro: IPR001653" 



misc-feature 227258.-227623 



misc-feature 227441 .. 227485 



misc-feature 227702 .. 228052 



228170. .228874 
228170. .228874 



gene 
CDS 



228871. .229782 
228871. .229782 



/db-xref="UniProtKB/Swiss-Prot :A1J 
190" 

/ trans lation="MQFSKMHGLGNDFMWDAVT 

QNVYFSPELIRRLADRHTGVGFDQ 

MLWEPPYDPELDFHYRIFNADGSEVSQCGNGAR 

CFARFVRLKGLTNKRDISVSTQTG 

RMILSVTEDELVCVNMGEPNFEPQSVPFRAAKAE 

KTYILRAAEHTVLCGWSMGNPHC 

VMQVDDVS VAN VAL L GP VL E S HE RF P E RAN I G FM 

QWSREHIRLRVYERGAGETQACG 

S GAC AAVAVG I QQE L L GE E VH VE L P GG S L H I S WK 

GPGHPLYMTGPATHVYDGFIHL" 

/gene="dapF" 

/locus-tag="YE0192" 

/inf erence=" protein 

motif :PFAM:PF01678" 

/note="Pfam match to entry PF01678 

DAP-epimerase, Diaminopimelate 

epimerase, score 179.5, E-value 

3.5e-51" 

/gene="dapF" 

/locus-tag="YE0192" 

/inf erence= "protein 

motif :Prosite:PS0 1326" 

/note="PS01326 Diaminopimelate 

epimerase signature." 

/gene="dapF" 

/locus-tag="YE0192" 

/inf erence= "protein 

motif :PFAM:PF016 78" 

/note="Pfam match to entry PF01678 

DAP-epimerase, Diaminopimelate 

epimerase, score 182.3, E-value 

5.2e-52" 

/locus-tag="YE0193" 
/locus-tag="YE0193" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10329 .1" 

/db-xref="GI : 122087548" 

/db-xref="InterPro: IPR007435" 

/db-xref="UniProtKB/TrEMBL:AUI91" 

/ translation="MKSSEEQALAGIELDDDAVM 

QYLLQNPDFFIRNARLVEQMHIPH 

PVRGTVSLVEWQLGRQRNQIGQLEEEITLLMEQA 

GLNEVLFNRLLQLQGNLAAASSLQ 

DMLNRLQRWARDFGL AGANVRLF T DRWQ I GAP S D 

FTHLGLSRHAFEPMRIQRLGNARH 

YLGSLNGPELLLLLPQAKQVGSVALSLLGKEGDL 

GVIVFSSRDIQHYQQGMGTVMLNQ 

LSMLLPSLLERWIEPV" 

/gene="xerC" 

/locus-tag="YE019 4" 

/gene="xerC" 

/locus-tag="YE019 4" 

/ codon-start=l 

/transl-table=ll 

/product=" putative 

integrase/recombinase" 

/protein-id="CAL10330 . 1" 



/db-xref="GI: 122087549" 
/db-xref="GOA:AUI92" 
/db-xref="InterPro: IPR002104" 
/db-xref="InterPro: IPR004107" 
/db-xref="InterPro: IPR011931" 
/db-xref="InterPro: IPR013762" 
/db-xref="UniProtKB/TrEMBL:AlJI9 2" 
/ translation="MTDFSTSLAPQVEAFLRYLK 
VERQLSPLTITSYRRQLQALMEMG 
E QMG L AH WQ T L D AAQ VR S L V S R S KR AG L H S S S L A 
LRLSALRSFLNWLVSQGVLQANPA 
KGVSTPRSGRHLPKNIDVDEVAKLLDIDLNDPLA 
VRDRAMLEVMYGAGLRLSELVGMN 
CKHVDLASGEVWVMGKGSKERKVPIGKTAVKWLD 
HWLELRELFEPQDDAIFLANTGKR 
I S ARNVQKRFAEWGVKQGVS SHIHPHKLRHSFAT 
HMLESSGDLRAVQELLGHANLTTT 
QIYTHLDFQHLATVYDAAHPRAKRGKS " 
misc-feature 228898 .. 229158 /gene="xerC" 

/locus-tag="YE019 4" 
/ inf erence="protein 
motif :PFAM:PF02899" 

/note="Pfam match to entry PF02899 
Phage-integr-N, Phage integrase, 
N-terminal SAM-like domain, score 
104.1,E-value 1.8e-28" 
misc-feature 229222 .. 229737 /gene="xerC" 

/locus-tag="YE019 4" 

/inf erence= "protein 

motif :PFAM:PF0 0589" 

/note="Pfam match to entry PF00589 

Phage-integrase, Phage integrase 

family, score 208.0, E-value 

9.4e-6 0" 

gene 229782 .. 230498 /locus-tag="YE0195" 

CDS 229782. .230498 /locus-tag="YE0195" 

/ codon-start=l 
/transl-table=ll 
/product="putative haloacid 
dehalogenase-like hydrolase" 
/protein-id="CAL10331 . 1" 
/db-xref="GI : 122087550" 
/db-xref="GOA:AUI93" 
/db-xref="InterPro: IPR005834" 
/db-xref="InterPro: IPR006439" 
/db-xref="UniProtKB/TrEMBL:AUI93" 
/ translation="MHFYRPLERISAITFDLDDT 
LYDNRPVISRTEQESVAFLQQYHP 
NLAQLQAADLHRFRRELLEQDPDIYHDVTQWRWH 
AIELGLMRHGLSKSEAQCGADAAM 
ENFALWRSRIYVPPATHDTLSALAEHYPLVAITN 
GNADPKACGLDNYFQFVLRSGPHG 
RAKPFRDMYHKAANHLDIPLKNILHVGDDLTTDV 
AGSLRCGMQACWVNDRQQSLMTAS 
DSRLLPHIEISQLASLTALL" 
misc-feature 229809 .. 230411 /locus-tag="YE0195" 

/ inf erence="protein 
motif :PFAM:PF0 0 702" 

/note="Pfam match to entry PF00702 
Hydrolase, haloacid 
dehalogenase-like hydrolase, score 
92.0, E-value 7.7e-25" 



230599. .232761 



230599. .232761 



misc-feature 230626 .. 232068 



misc-feature 230683 .. 230706 



misc-feature 232705 .. 232734 



/gene="uvrD" 
/locus-tag="YE0196" 
/note="synonyms : mutU, pdeB, rad, 
recL" 

/gene="uvrD" 

/locus-tag="YE0196" 

/codon-start=l 

/transl-table=ll 

/product="DNA helicase II" 

/protein-id="CAL10332 .1" 

/db-xref="GI : 122087551" 

/db-xref="GOA:AUI9 4" 

/db-xref="InterPro: IPR0 0 0212" 

/db-xref="InterPro: IPR005753" 

/db-xref="InterPro: IPR014016" 

/db-xref="InterPro: IPR014017" 

/db-xref="UniProtKB/TrEMBL:AUI9 4" 

/ translation="MDVSDLLDSLNEKQREAVAA 

PRCNLLVLAGAGSGKTRVLVHRIA 

WLLSVENASPYSI IAVTFTNKAAAEMRHRIEHLI 

GTSQGGMWIGTFHGLAHRLLRAHH 

MDANLPQDFQILDSDDQLRLLKRLVKALNLDEKQ 

WPPRQAMWYINGKKDEGLRPQHIE 

S YGNPVEATWL R I YQAYQE AC DRAG LVDFAELLL 

RAHELWLNKPH I Ll'lHYRERFTllI L 

VDEFQDTNNIQYAWIRLLAGDRSNVMIVGDDDQS 

I YGWRGAQ\"E1I I QRFLKDFPGAET 

IRLEQNYRSTSNILTAANTLIANNDGRMGKNLWT 

DGAQGEP I S L YCAFNE L DE ARF W 

NRIKAWQDNGGALNDCAILYRSNAQSRVLEEALL 

QTAMPYRIYGGQRFFERQEIKDAL 

AYLRLISNRNDDAAFERWNTPTRGIGDRTLDVI 

RQTARDRQLTLWQSTRAMLQEKVL 

AGRAASALQRFVELVDCLAHETADUPLHVQTDRV 

IRDSGLWSMYEQEKGEKGQARVEN 

LEELVNATRQYSYQDEDQDLMPLQAFLSHAALEA 

GEGQADAYQDAVQLMTIHSAKGLE 

FPQVFIVGMEEGMFPSQMSLDEGGRLEEERRLAY 

VGVTRAMQKLTLCYAESRRLYGKE 

VNHRPSRFIGELPQECVEEVRLRATVSRPVNHRR 

MGTPMNENDSGFSLGQRVRHPKFG 

EGTIVNLEGSGEHSRLQVAFPGEGIKWLVAAYAR 

LEAV" 

/gene="uvrD" 
/locus-tag="YE0196" 
/inf erence=" protein 
motif :PFAM:PF00580" 

/note="Pfam match to entry PF00580 

UvrD-helicase, UvrD/REP helicase, 

score 747.8, E-value 2.9e-222" 

/gene="uvrD" 

/locus-tag="YE0196" 

/inf erence= "protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/gene="uvrD" 

/locus-tag="YE0196" 

/inf erence=" protein 

motif :Prosite:PS0 0215" 

/note="PS00215 Mitochondrial 

energy transfer proteins 



gene complement ( 233186 . . 

58) 

CDS complement (233186 . . 

58) 



misc-feature complement ( 233639 . 
19) 



misc-feature complement ( 233666 . 
3D 



gene 234065 .. 235297 

CDS 234065. .235297 



signature . " 
2337 /locus-tag="YE0197" 

2337 /locus-tag="YE0197" 

/codon-start=l 
/transl-table=ll 
/product="putative TetR-family 
regulatory protein" 
/protein-id="CAL10333 .1" 
/db-xref="GI : 122087552" 
/db-xref="GOA:AUI95" 
/db-xref="InterPro: IPR0 016 47" 
/db-xref="UniProtKB/TrEMBL:AUI9 5" 
/ translation="MSMYEQGAFPSI IEVANAAQ 
LSRATAYRYFPTQSALVSAMVDES 
LGPILAWQPTQPDAGQRIAELLSFAYPRMLQHEG 
VLRAALHLSLQQWADNRSNPNNEE 
KL I RGNRKRL L KL AVE PLEGKLTPEALQRVIHAF 
SLIYGSEVFMVLKDIWHLDDAGIQ 
DVTQWMGKAI LLQAE T DAKQAAQDE S RMNK " 
2337 /locus-tag="YE0197" 

/inf erence= "protein 
motif :PFAM:PF00440" 

/note="Pfam match to entry PF00440 
tetR, Bacterial regulatory 
proteins, tetR family, score 22.2, 
E-value 3.4e-05" 
2337 /locus-tag="YE0197" 

/note="Predicted helix-turn-helix 
motif with score 1464.000, SD 4.17 
at aa 10-31, sequence 
P S I I EVANAAQ L S RAT AYRYFP " 
/locus-tag="YE019 8" 
/locus-tag="YE019 8" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL1033 4.1" 

/db-xref="GI : 122087553" 

/db-xref="InterPro: IPR0 03 0 06" 

/db-xref="InterPro: IPR008322" 

/db-xref="InterPro: IPR010647" 

/db-xref="UniProtKB/TrEMBL:AUI9 6" 

/ translation="MPRHIFIATTTDTKGDELAY 

VSELIKATGLKTVTVDLSTKEARR 

AGGAD I T AE T VAS HHP DGRQAVF CGDRGRAISAM 

AVAFERFIASRDDVAALLGLGGSG 

GTALITPAMQSLPIGIPKLMVSTMASGDVSGYIG 

ASDIAMMYSVTDIAGLNRI SRRVL 

SNAAHQ I AGAVYFAKEVFAQAE L AT DDKP ALG L T 

MFGVTTPCIQAVSAALSAEYDCLV 

FHATGSGGKAMEKLAESGLLAGALDLTTTEVCDL 

LFDGVLACGPERFDAIAHSQIPYV 

G SCGAL DMVNF G S PAT I P VK Y ADRL F YE HN AQ VT 

LMRTTKQENIEMARWIGEKLNRCE 

GEVRFLIPQGGFSALDAPGQPFWDEKALQAFIHT 

LQETVIQTDKRRLVHYPFNINDPQ 

FAQAAVENFKE IAKTPSH" 



234704. .234724 



235324. 
235324. 



236154 
236154 



236657. .237607 



236657. .237607 



misc-feature 236717 .. 237604 



misc-f eature 



join (237419 . .237475, 
237518. .237586) 



/locus-tag="YE0198" 

/ inf erence="protein 

motif :Prosite:PS0 029 0" 

/note="PS00290 Immunoglobulins and 

major histocompatibility complex 

proteins signature." 

/locus-tag="YE0199" 

/locus-tag="YE0199" 

/codon-start=l 

/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10335 . 1" 

/db-xref="GI : 122087554" 

/db-xref="InterPro: IPR009215" 

/db-xref="UniProtKB/TrEMBL:AUI9 7" 

/translation=" MPKFQRQAI LAKFREMI ARR 

EPIIGGGAGTGLSAKCEEAGGIDL 

IVIYNSGRYRMAGRGSLAGLLAYGNANEIWDMA 

KEVLPWKHTPVLAGVNGTDPFCQ 

FDQFLDQLKALGFSGVQNFPTVGLIDGNFRANLE 

ETGMGYGLEVDMIRLAHEKDLLTT 

PYVF S AE DAVAMT Q AG AD I I VPHMGLTTGGNIGA 

DTALKLADCVPLINKWAAAAKAVR 

EDVIVLCHGGPISTPQDAQYIMDNCPQCDGFYGA 

C C LIE R L P T E I A L T D T T K'J F KIT I KR " 

/gene="corA" 

/locus-tag="YE0200" 

/gene="corA" 

/locus-tag="YE0200" 

/codon-start=l 

/transl-table=ll 

/product="magnesium and cobalt 

transport protein" 

/protein-id="CAL10336 .1" 

/db-xref="GI : 122087555" 

/db-xref="GOA:AUI9 8" 

/db-xref="InterPro: IPR0 02 523" 

/db-xref="InterPro: IPR0 0 448 8" 

/db-xref="UniProtKB/TrEMBL:AUI9 8" 

/ translation="MLSAFKLSNNRLSRLELDES 

DDLTTSLWVDLVEPEEGERERVQN 

ELGQSLATRPELDDIEASARFFEDEDGLHIHSFF 

YYEDAEDHAGNSTVAFTIRDGRLY 

TLRERELPAFRLY RMR ARN QTLVDGNAYELLLDL 

FETKIEQLADEIENIYSDLEALSR 

VIMEGQQGDEYDAALSTLAEQEDIGWKVRLCLMD 

TQRALNFLVRKARLPSGQLEQARE 

VLRDIESLLPHNESLFQKVNFLMQAAMGFINIEQ 

NRIIKIFSWSWFLPPTLVASSY 

GMNFEFMPELRWSFGYPAAIGLMI IAGLAPYLYF 

KRKNWL " 

/ gene="corA" 

/locus-tag="YE0200" 

/ inf erence="protein 

motif :PFAM:PF0 1544" 

/note="Pfam match to entry PF01544 
CorA, CorA-like Mg2+ transporter 
protein, score 394.8, E-value 
5.5e-116" 
/gene="corA" 



/locus-tag="YE0200" 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="2 probable transmembrane 

helices predicted for YE0200 by 

TMHMM2.0 at aa 255-273 and 

288-310" 

gene complement ( 237795 .. 2386 /gene="rarD" 

85) 

/locus-tag="YE0201" 
CDS complement (237795. .2386 /gene="rarD" 

85) 

/locus-tag="YE0201" 
/ codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10337 . 1" 
/db-xref="GI : 122087556" 
/db-xref="GOA:AUI99" 
/db-xref="InterPro: IPRO 0 062 0" 
/db-xref="InterPro: IPR0 0 4626" 
/db-xref="UniProtKB/TrEMBL:AUI9 9" 
/translation=" MDKQRTRQG I FF AL AAYF I W 
GIAPAYFKLIQQVPADEILTHRI I 
WSFFFMLILLTVSRNWPQVRSAIKNRKRLLLLAV 
TAVLIASNWLLFIWAVNHNHMLEA 
SLGYFINPLVNVLFGMLFLGERFRRMQWVAVALA 
FGGVLIQLWQFGSLPVIGLGLAIT 
FALYGLIRKKLGIDAQTGMLVETMWLLPIAAVYL 
FFIADSPTSHMGANAWSLNVLLAA 
AGVITTIPLLFFTAAATRLRLSTLGFFQYLGPTL 
MFILAVTFYGETIGNDKMVTFVFI 
WAALLLFTLDALYTQRKLRG " 
misc-feature complement ( join (237819 . /gene="rarD" 

.237878,237891. .237959, 

237996. .238064, 

238092. .238151, 

238185. .238238, 

238251. .238304, 

238323. .238391, 

238401. .238469, 

238506. .238574, 

238602. .238661) ) 

/locus-tag="YE0201" 
/inf erence=" protein 
motif :TMHMM:2 . 0" 

/note="10 probable transmembrane 
helices predicted for YE0201 by 
TMHMM2.0 at aa 9-28, 38-60, 73-95, 
99-121,128-145, 150-167, 179-198, 
208-230, 243-265 and 270-289" 
misc-feature complement ( 237831 .. 2382 /gene="rarD" 
11) 

/locus-tag="YE0201" 
/inf erence=" protein 
motif :PFAM:PF0 0 892" 

/note="Pfam match to entry PF00892 
DUF6, Integral membrane protein 
DUF6, score 21.2, E-value 0.0016" 
misc-feature complement ( 238251 .. 2386 /gene="rarD" 

34) 



/locus-tag="YE0201" 
/ inf erence="protein 
motif :PFAM:PFO 0 892" 

/note="Pfam match to entry PF00892 
DUF6, Integral membrane protein 
DUF6, score 53.9, E-value 2.3e-13" 
gene complement ( 238765 .. 2392 /locus-tag="YE0202" 

35) 

CDS complement (238765. .2392 /locus-tag="YE0202" 

35) 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10338 . 1" 
/db-xref="GI : 122087557" 
/db-xref="InterPro: IPR003736" 
/db-xref="InterPro: IPR006683" 
/db-xref="UniProtKB/TrEMBL:AUIAO" 
/ translation="MPVTPLTLESARNLIGEIFV 
YHMPFNRELGLKLTRFEQDFAEIT 
FDNNDKLVGNIAQRILHGGVIAAVLDVAAGLVCV 
GNSLVRHEPLIQEQLQMKLAKMGT 
I DLRVDYLRPGRGEHF I AS SC I LRSGNKVS VARV 
ELHNENQMHI. " 
misc-feature complement ( 238768 .. 2391 /locus-tag="YE0202" 
81) 

/ inf erence="protein 

motif :PFAM:PF0258 4" 

/note="Pfam match to entry PF02584 

DUF157, Uncharacterized protein 

Paal, COG2050, score -2.7, E-value 

0.00013" 

gene 239416 .. 240294 /gene="pldA" 

/locus-tag="YE02 03" 

CDS 239416. .240294 /gene="pldA" 

/locus-tag="YE02 03" 

/ codon-start=l 

/transl-table=ll 

/product="phospholipase A" 

/protein-id="CAL10339 .1" 

/db-xref="GI : 122087558" 

/db-xref="GOA:AUIAl" 

/db-xref="InterPro: IPR003187" 

/db-xref="UniProtKB/TrEMBL:AUIAl" 

/ translation="MGRFWQILIALLLVPTLVQA 

EEATVEKIHDAPTVRGS I I AAMLQ 

DHDNPFLLYPYETNYLLYTYTSDINKDAISSYDW 

AQNANKDEVKFQLSLGFPIWRGIA 

GDNSLLGASYTQRSWWQASNKDESSPFRETNYEP 

QLFLAWATDYELAGWTFREVEFGY 

NHQSNGKADPTSRSWDRVYTRLMAQRGNLEIDLK 

PWYRLPESDSKDDNPDINKYMGYY 

RLKVGYALGESVFSLDGRYNWNTGYGGAEMGWSY 

PITKHVRFYTQVFSGYGESMIDYN 

FRQTRVGVGIMLNDVL " 

sig-peptide 239416 .. 239475 /gene="pldA" 

/locus-tag="YE02 03" 
/note="Signal peptide predicted 
for YE0203 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 



0.998 between residues 20 and 21" 
misc-feature 239479 .. 240282 /gene="pldA" 

/locus-tag="YE02 03" 
/inf erence=" protein 
motif :PFAM:PF02 2 53" 

/note="Pfam match to entry PF02253 
PLA1, Phospholipase Al, score 
651.6, E-value 2.7e-193" 

gene 240371 .. 242221 /gene="recQ" 

/locus-tag="YE0204" 

CDS 240371. .242221 /gene="recQ" 

/locus-tag="YE0204" 
/codon-start=l 
/transl-table=ll 
/product="ATP-dependent DNA 
helicase" 

/protein-id="CAL10340 .1" 
/db-xref="GI : 122087559" 
/db-xref="GOA:AUIA2" 
/db-xref="InterPro: IPR001650" 
/db-xref="InterPro: IPR002121" 
/db-xref="InterPro: IPR004589" 
/db-xref="InterPro: IPR006293" 
/db-xref="InterPro: IPR011545" 
/db-xref="InterPro: IPR014001" 
/db-xref="InterPro: IPR0 14021" 
/db-xref="UniProtKB/TrEMBL:AUIA2" 
/ translation="MSTAAVINRELLAEQVLRDT 
FGYQQFRPGQQEIINATLSGQDCL 
WMPTGGGKSLCYQIPALVTDGLTLWSPLISLM 
KDQVDQL L AYG VGAGC LNSSQTRE 
QQLAVMDGCRSGQIKLLYIAPERLVMESFLDQLH 
QWRPALLAVDEAHCISQWGHDFRP 
EYRALGQLKQRFPNLPVIALTATADEATRGDIVR 
LLNLDQPLIQVSSFDRPNIRYTLV 
EKFKPLDQLIvRFYQDQRGKSGI IYCNSRAKVEDT 
TARLQSRGLSVAAYHAGLDNERRA 
QVQEAFQRDDLQVWATVAFGMGINKPNVRFVVH 
FDIPRTIESYYQETGRAGRDGLPA 
EAMLLYDPADMAWLRRCLEEKPAGAQQDIERHKL 
NAMGAFAEAQTCRRLVLLNYFGEG 
KQQSCGNCDICLDPPKRYDGLADAQKALSCVYRV 
GQRFGLGYIVEVLRGANNQRIREF 
DHDKLSVYGIGREQSHEHWVSVLRQLIHLGLLSQ 
NIAMFSALQLTEAARPVLRAELPL 
QLAVPRIQSLKVRSSANQKSYGGNYDRKLFAKLR 
KLRKS I ADEGN I PP YWFNDAT L L 
EMAEQMP I TAS ELL S VNGVGQRKLERFGAPFMAM 
I RDHVDN I HVDNNVD D " 
misc-feature 240416 .. 241024 /gene="recQ" 

/locus-tag="YE0204" 
/ inf erence="protein 
motif :PFAM:PF0 02 70" 

/note="Pfam match to entry PF00270 
DEAD, DEAD/DEAH box helicase, 
score 152.1, E-value 6.2e-43" 
misc-feature 240620 .. 240652 /gene="recQ" 

/locus-tag="YE0204" 
/inf erence= "protein 
motif :Prosite:PS0 0 013" 
/note="PS00013 Prokaryotic 
membrane lipoprotein lipid 



misc-feature 241148 .. 241363 



misc-feature 241961 .. 242203 



gene 
CDS 



242284. .242904 
242284. .242904 



242284. .242373 



misc-feature join (242293 .. 242361, 



242407. 
242485. 
242638. 
242734. 
242839. 



242475, 
242553, 
242706, 
242802, 
242898) 



misc-feature 242485 .. 242811 



ntry PF00271 
conserved 



attachment site." 
/gene="recQ" 
/locus-tag="YE0204" 
/inf erence=" protein 
motif :PFAM:PF0 02 71" 
/note="Pfam match to 
helicase-C, Helicase 
C-terminal domain, score 103.7, 
E-value 2.4e-2 8" 
/gene="recQ" 
/locus-tag="YE0204" 
/inf erence=" protein 
motif :PFAM:PF00570" 

/note="Pfam match to entry PF00570 

HRDC, HRDC domain , score 116.3, 

E-value 3.7e-32" 

/gene="rhtC" 

/locus-tag="YE02 05" 

/gene="rhtC" 

/locus-tag="YE02 05" 

/codon-start=l 

/transl-table=ll 

/product="threonine efflux 

protein" 

/protein-id="CAL10341 .1" 
/db-xref="GI : 122087560" 
/db-xref="GOA:AUIA3 " 
/db-xref="InterPro: IPR0 01123" 
/db-xref="InterPro: IPR0 0 4778" 
/db-xref="UniProtKB/TrEMBL:AUIA3" 
/ trans lation="MLMLFLTVALVHLVALMSPG 
PDFFFVSQTAASRSRREAMMGVTG 
ISLGIWWAGVALMGLNLILHKMAWLHQI IMVGG 
GLYLCWMGWQLLKSARSKRDTSEA 
EVQVALPARGRTFLRGFLTNLSNPKAVIYFGSVF 
3 L F VG DN VT AG ARWG LF VL I VAE T 
FVWF S I VACVF ALPVMRRG YQRL S KW I DGL AG VL 
FAGFGIHLILSR" 
/gene="rhtC" 
/locus-tag="YE0205" 
/note="Signal peptide predicted 
for YE0205 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.709) 
with cleavage site probability 
0.229 between residues 30 and 31" 
/gene="rhtC" 



/locus-tag="YE02 05" 

/inf erence=" protein 

motif :TMHMM:2 . 0" 

/note="6 probable transmembrane 

helices predicted for YE0205 by 

TMHMM2.0 at aa 4-26, 42-64, 68-90, 

119-141,151-173 and 186-205" 

/gene="rhtC" 

/locus-tag="YE02 05" 

/inf erence= "protein 

motif :PFAM:PF01810" 



/note="Pfam match to entry PF01810 
LysE, LysE type translocator , 
score 115.7, E-value 5.8e-32" 
gene complement ( 242954 .. 2435 /gene="rhtB" 

74) 

/locus-tag="YE02 06" 
CDS complement (242954. .2435 /gene="rhtB" 

74) 

/locus-tag="YE02 06" 
/ codon-start=l 
/transl-table=ll 
/product= "putative 
homoserine/homoserine lactone 
efflux protein" 
/protein-id="CAL10342 .1" 
/db-xref="GI : 122087561" 
/db-xref="GOA:AUIA4" 
/db-xref="InterPro: IPR001123" 
/db-xref="InterPro: IPR004778" 
/db-xref="UniProtKB/TrEMBL:AUIA4" 
/ translation="MTLDWWLTYLLTTLILSLSP 
GSGAINTMSTAISHGTRGVIASIC 
GLQLGLAVHIVLVGVGLGALISQSLLAFELLKWL 
GAAYLIWLGIQQWRAAGALDLHAL 
ANSMPRRKLFKRAVFVNLTNPKSIVFLAALFPQF 
VLPHQPQVAQYLILGSTSVIVDI I 
VMMGYATLATRIAGWIKSPQQMKLLNRIFGGLFM 
L VGAL L AT ARK V " 

sig-peptide complement ( 243503 .. 2435 /gene="rhtB" 

74) 

/locus-tag="YE02 06" 
/note="Signal peptide predicted 
for YE0206 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.803) 
with cleavage site probability 
0.440 between residues 24 and 25" 
misc-feature complement ( join (242966 . /gene="rhtB" 

.243025,243050. .243118, 

243161. .243229, 

243317. .243385, 

243395. .243463, 

243500. .243562) ) 

/locus-tag="YE0206" 
/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="6 probable transmembrane 
helices predicted for YE0206 by 
TMHMM2.0 at aa 5-25, 38-60, 64-86, 
116-138,153-175 and 184-203" 
misc-feature complement ( 243056 .. 2433 /gene="rhtB" 
64) 

/locus-tag="YE02 06" 
/inf erence=" protein 
motif : PFAM: PF0 1 810" 

/note="Pfam match to entry PF01810 
LysE, LysE type translocator, 
score 112.4, E-value 5.6e-31" 

gene 243778.-244833 /gene="pldB" 

/locus-tag="YE0207" 

CDS 243778.-244833 /gene="pldB" 

/locus-tag="YE0207" 
/ codon-start=l 



/transl-table=ll 
/product= "putative 
lysophospho lipase" 
/protein-id="CAL10343 .1" 
/db-xref="GI : 122087562" 
/db-xref="InterPro: IPR000073" 
/db-xref="UniProtKB/TrEMBL:AUIA5" 
/ trans lation="MPLDNHMNNWLTREEQFAAF 
VNGPLLDFWQQRDEDEFMGVDN I P 
IRYVRFCSPQHTRWWVPGRIESYVKYPEVAYD 
LFQQGYDVIVLDHRGQGRSGRILD 
DRNRGHVIKFDDYIEDFAQLVQREITGSHYQQRF 
ALAHSMGGAILTRYLAREPTVFNA 
VALCAPMFGIHLPMPGWLAHRIVDWTEKHQKLRD 
YYAI GTGQWRP LP YWNML TH S RE 
RYRRYLRQYADSPEIRVGGPTYHWVRESLLVGEQ 
IIAQADKITTPVLLLQASEDRWH 
NPAHNAFTQAMTLAGHPCEGEQPKL I KGARHE I L 
FERDTLRAEAL SAI LRFFAQHHS S 
LQHKKPVGPQDSDTTRG" 
misc-feature 244027 .. 244752 /gene="pldB" 

/locus-tag="YE0207" 
/ infer ence= "protein 
motif :PFAM:PF00561" 

/note="Pfam match to entry PF00561 
abhydrolase, alpha/beta hydrolase 
fold, score 94.9, E-value le-25" 
gene 244845 .. 245654 /locus-tag="YE0208" 

CDS 244845. .245654 /locus-tag="YE0208" 

/codon-start=l 
/transl-table=ll 
/product="putative haloacid 
dehalogenase-like hydrolase" 
/protein-id="CAL10344. 1" 
/db-xref="GI : 122087563" 
/db-xref="GOA:AUIA6" 
/db-xref="InterPro: IPR0 0 0150" 
/db-xref="InterPro: IPR006379" 
/db-xref="InterPro: IPR013200" 
/db-xref="UniProtKB/TrEMBL:AUIA6" 
/ translation="MYHWASDLDGTLLSPDHIL 
TPYTKETLKLLTQRDVHFVFATGR 
HHIDVAQIRDNLEISAFMITSNGARVHNTAGELI 
FSHNLDADIARDLYNIEHHNPDIL 
TNVYLNDEWYMNRESPAQEEFFRESVFKYQVFEP 
ALLPTDGVCKVYFTCDDHDKLLIL 
EEAINARWGDRVNVSFSFPTCLEVMGGGVSKGHA 
LEQVAKIIGYSLKECIAFGDGMND 
LEMLSMSGKGCIMRDAHQRLKDMLPNLEVIGSNA 
DDAVPHYLRKMFLGSDK" 
misc-feature 244848.-245549 /locus-tag="YE0208" 

/ inf erence="protein 
motif :PFAM:PF0 0 702" 

/note="Pfam match to entry PF00702 
Hydrolase, haloacid 
dehalogenase-like hydrolase, score 
31.2, E-value 1.6e-06" 
misc-feature 244854 .. 244889 /locus-tag="YE0208" 

/inf erence=" protein 
motif :Prosite:PS0122 8" 
/note="PS01228 Hypothetical cof 
family signature 1 . " 



gene complement ( 245866 . . 

64) 

CDS complement (245866 . . 

64) 



misc-feature complement ( 245899 . . 
52) 



gene complement ( 247088 . . 

52) 

CDS complement (247088 . . 

52) 



2468 /gene="glpQ" 

/locus-tag="YE02 09" 
2468 /gene="glpQ" 

/locus-tag="YE02 09" 
/codon-start=l 
/transl-table=ll 
/product="glycerophosphoryl 
diester phosphodiesterase" 
/protein-id="CAL10345 .1" 
/db-xref="GI: 122087564" 
/db-xref="GOA:AUIA7" 
/db-xref="InterPro: IPR004129" 
/db-xref="UniProtKB/TrEMBL:AUIA7" 
/ translation="MVIAHRGASGYLPEHSLPAK 
AMAYAQGADYLEQDLVMTKDNELV 
VLHDHYLDRVTDVAERFPDRARKDGRYYAIDFTL 
PEIKSLKFTEGFDIDKEGKKVQSY 
PGRFPMGKADFRVHTFQEEIEFVQGLNHSTGKNI 
GIYPEIKAPWFHKQEGKDISTKVL 
EVLKQYGYTTKADKVYLQCFDANELKRIKNELEP 
KMGMNLKLVQLVAYTDWNETYEQK 
PE 'DYH 
ML WET S TPNN I KL TNMVKE AHAN 
NMMVHPFTIRADKLPKYATDVNQLFDI I YNQAGV 
DGVFTDFPDKGVQFLQKQGQHQ" 
2468 /gene="glpQ" 

/locus-tag="YE02 09" 
/ inf erence="protein 
motif :PFAM:PF03 0 09" 
/note="Pfam match to entry PF03009 
GDPD, Glycerophosphoryl diester 
phosphodiesterase family, score 
317.6, E-value 9.4e-93" 
2484 /gene="glpT" 

/locus-tag="YE0210" 
2484 /gene="glpT" 

/locus-tag="YE0210" 
/inf erence="similar to 
sequence: INSDC : AE0 0 8 8 02 " 
/inf erence="similar to 
sequence : UniPr otKB : P0 8 1 9 4 " 
/note="Highly similar to 
Escherichia coli 

glycerol-3-phosphate transporter 
glpT or b2240 SWALL : GLPT-ECOLI 
(SWALL:P08194) (452 aa) fasta 
scores: E(): 2.3e-165, 91.29 38d 
in 448 aa and to Salmonella 
typhimurium MFS family, 
Sn-glycerol -3 -phosphate transport 
protein GlpT or stm2283 
SWALL:Q8ZNG6 (EMBL : AE0 0 8 8 02 ) (452 
aa) fasta scores: E(): 2.8e-167, 
92.58 38d in 445 aa" 
/ codon-start=l 
/transl-table=ll 
/product=" glycerol -3 -phosphate 



transporter" 

/protein-id="CAL10346 .1" 
/db-xref="GI : 122087565" 
/db-xref="GOA:AUIA8" 
/db-xref="InterPro: IPR000849" 
/db-xref="InterPro: IPR005267" 
/db-xref="InterPro: IPR007114" 
/db-xref="InterPro: IPR011701" 
/db-xref="UniProtKB/TrEMBL:AUIA8" 
/translation=" ML S I FKPAPHVARLPADQVD 
PTYRRLRWQIFMGIFFGYAAYYLV 
RKNFTLAMPYLIEQGFSRGDLGFALSGISIAYGF 
SKFIMGSVSDRSNPRVFLSAGLIL 
AAAVMLFMGF VP WAT SSI AVMFVL LFLCGWFQGM 
GWPPCGRTMVHWWSKKERGS I VSV 
WNC AHNVGGGL P PLLFLL GMAWFN D WKAAL YMP A 
FGAILVALIVFGLMRDTPQSVGLP 
PIEEYKNDYPDDYSEEAEEELTAKQIFMQYILPN 
KLLWYIAIANVFVYLLRYGILDWS 
PTYLKEVKHFALDKSSWAYFLYEYAGIPGTLLCG 
WMSDKVFKGNRGATGVFFMTLVTI 
AT I VYWLNP VGNPG I DMACMI T I GF L I YGPVML I 
GLHALELAPKKAAGTAAGFTGLFG 
YLGGSVAASAIVGYTVDYFGWDGGFMVMIGGSIL 
AVLLLIWMFSEKKHHEELARQAE MDKK" 
misc-f eature complement ( 247106 .. 2483 /gene="glpT" 
68) 

/locus-tag="YE0210" 

/ infer ence= "protein 

motif :PFAM:PF0 0 0 83" 

/note="Pfam match to entry PF00083 

sugar-tr, Sugar (and other) 

transporter, score -109.0, E-value 

0.00052" 

misc-feature complement ( join (247142 . /gene="glpT" 



.247201 


,247229. .247297, 


247334. 


.247402, 


247430. 


.247498, 


247517. 


.247576, 


247634. 


.247693, 


247832. 


.247891, 


247904. 


.247972, 


248027. 


.248095, 


248105. 


.248173, 


248192. 


.248260, 


248318. 


.248377) ) 



/locus-tag="YE0210" 
/ inf erence="protein 
motif :TMHMM:2 . 0" 

/note="12 probable transmembrane 
helices predicted for YE0210 by 
TMHMM2.0 at aa 26-45, 65-87, 
94-116, 120-142,161-183, 188-207, 
254-273, 293-312, 319-341, 
351-373,386-408 and 418-437" 
misc-feature complement ( 247946 .. 2479 /gene="glpT" 



96) 



/locus-tag="YE0210" 
/inf erence=" protein 
motif :Prosite:PS0 09 42" 
/note="PS00942 glpT family of 
transporters signature." 



gene 
CDS 



248974. .250629 
248974. .250629 



misc-feature 249001 .. 250074 



misc-feature 249016 .. 249069 



misc-feature 250030 .. 250062 



gene 
CDS 



250619. .251893 
250619. .251893 



/gene="glpA" 

/locus-tag="YE0212" 

/gene="glpA" 

/locus-tag="YE0212" 

/ codon-start=l 

/transl-table=ll 

/product=" anaerobic 

glycerol-3 -phosphate dehydrogenase 

subunit A" 

/protein-id="CAL103 4 7. 1" 

/db-xref="GI : 122087566" 

/db-xref="GOA:AUIA9" 

/db-xref="InterPro: IPR000447" 

/db-xref="InterPro: IPR0 06 0 76" 

/db-xref="InterPro: IPRO 0 7419" 

/db-xref="InterPro: IPR017752" 

/db-xref="UniProtKB/TrEMBL:AUIA9" 

/ translation="MTNSSPYTETDVI I IGGGAT 

GAG I ARDC ARRGL AC TLLERHDIA 

TGATGRNHGLLHSGARYAVTDGESARECIEENRI 

LKRIARHCIEQTDGLFITLPEDSL 

EYQQQFIARCQEAGIEAEAIDPKQALRLEPAANP 

TLIAAVRVPDGTVDPFRLTAANML 

DAREHGANVLTYHEVIGLLRHGDRVSGVRVFDHK 

NQRQYD I HAQ I WNAAG I WGQH I A 

EYADLRIRMFPAKGALL I LGHRINNMVINRCRKP 

ADADILVPGDTISLIGTTSTHIEY 

DQIDNMWTAQEVDTLIREGSKLSPQLAQTRILR 

AYAGVRPLVASDDDPSGRNVSRGI 

VLLDHASRDGLEGFITITGGKLMTYRLMAEWATD 

KVCEKLGVTAACTTAQEPLPGSQQ 

SAEQTLSKVISLPASIRGSAVYRHGDRATQLLAG 

NRLDNS L VCEC E AVT AGE VR Y A I E 

SLSVNNLLDLRRRTRVGMGTCQGELCACRAAGLL 

SRFKVTTPQQSREQLRQFLNERWK 

GVRPIAWGDALRESEFTHWVYQGLCGLDDSPNTA 

NVQEKPDEI " 

/gene="glpA" 

/locus-tag="YE0212" 

/ inf erence="protein 

motif :PFAM:PF01266" 

/note="Pfam match to entry PF01266 

DAO, FAD dependent oxidoreductase, 

score 408.8, E-value 3.2e-120" 

/ gene="glpA" 

/locus-tag="YE0212" 

/inf erence=" protein 

motif :Prosite:PS0 09 77" 

/note="PS00977 FAD-dependent 

glycerol-3 -phosphate dehydrogenase 

signature 1." 

/gene="glpA" 

/locus-tag="YE0212" 

/inf erence=" protein 

motif :Prosite:PS0 09 78" 

/note="PS00978 FAD-dependent 

glycerol-3 -phosphate dehydrogenase 

signature 2 . " 

/gene="glpB" 

/locus-tag="YE0213" 

/gene="glpB" 

/locus-tag="YE0213" 



/codon-start=l 
/transl-table=ll 
/product="putative anaerobic 
glycerol-3 -phosphate dehydrogenase 
subunit B" 

/protein-id="CAL10348 .1" 
/db-xref="GI : 122087567" 
/db-xref="GOA:AUIB0" 
/db-xref="InterPro: IPR003953" 
/db-xref="InterPro: IPR009158" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
IBO" 

/ translation="MKFDVI I IGGGLAGLVCGIR 

LAEQGKYCAI VS AGQNALHF S S G S 

LDLLAKLPNGQAVSQPLSALETLAELAPEHPYSK 

MGQTGQVGE L AQQ AE SLLSRCGLS 

LVGSAAKNHLRLTPLGNCRPTWLSPADIPVAPLE 

GPLPWQKVAVIGIEGFLDFQPQMV 

ASALQEQGVEVTSDYLHLPALDRLRDNPSEFRAV 

NIARVLDLPENLQPLADELARLSS 

TAEMILLPACIGLDESAPLEALRAAVGKPIQLLP 

TLPPSLLGMRLHQALRHRFQQLGG 

IVMPGDAVLRAELVGNRITGLYSRNHGDIPLRAA 

QMVLASGSFFSNGLVATFEHVYEP 

ILDLDILSLPNRADWSNSNMFAPQPYLQFGVNTD 

NRLRALF 

YDPLQQGCGAGVSLTSALFVAEQIVSAMEVTL " 

250619. .250684 /gene="glpB" 

/locus-tag="YE0213" 
/note="Signal peptide predicted 
for YE0213 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.893) 
with cleavage site probability 
0.891 between residues 22 and 23" 

251932. .253155 /gene="glpC" 

/locus-tag="YE0214" 

251932. .253155 /gene="glpC" 

/locus-tag="YE0214" 

/codon-start=l 

/transl-table=ll 

/product=" anaerobic 

glycerol-3 -phosphate dehydrogenase 

subunit C" 

/protein-id="CAL10349 .1" 

/db-xref="GI : 122087568" 

/db-xref="GOA:AUIBl" 

/db-xref="InterPro: IPR001450" 

/db-xref="InterPro: IPR004017" 

/db-xref="InterPro: IPR012285" 

/db-xref="InterPro: IPR017753" 

/db-xref="UniProtKB/TrEMBL:AUIBl" 

/ translation="MARDKSFESCIKCTVCTTYC 

PVAKVNPLYPGPKQAGPDGERLRL 

KDPALYDDALKYCTNCKRCEVACP S DVKIGDI I Q 

RAKASYSSNKPKLRDAILSHTDLM 

GTLSTPFAPVINAVTGLKPVRVLLDKALKIDHRR 

ELPKYSFGTFRRWYRKQAEKQQQY 

AEQVAFFHGCFVNYNHPQLGKDLVSVFNAMNIGV 

QLLKREKCCGVPLIANGFIEQAKK 

QARVNLESLTDAVIDRDIPWATSSSCTFTLRDE 

YPHLLDVDTAPVRDRVELATRYLY 

RLLDQGRELPLKPLLSNQNKPLRIAYHTPCHMEK 



misc-feature 251959 .. 251994 



misc-feature 252079 .. 252150 



misc-feature 252100 .. 252135 



misc-feature 252490 .. 252681 



misc-feature 252895 .. 253083 



gene complement ( 253311 . 

54) 



CDS complement (253311 . 

54) 



gene complement ( 253896 . 

76) 



MGWTAYTLALLQRIPGIELWLDS 

QCCGIAGTYGFKSENYATSQGIGASLFQQIEESG 

VDLVITDCETCKWQIEMSTSKKCE 

HPITLLAQALNPLCP" 

/gene="glpC" 

/locus-tag="YE0214" 

/inf erence=" protein 

motif :Prosite:PS0 019 8" 

/note="PS00198 4Fe-4S f erredoxins , 

iron-sulfur binding region 

signature . " 

/gene="glpC" 

/locus-tag="YE0214" 

/inf erence=" protein 

motif :PFAM:PF0 0 03 7" 

/note="Pfam match to entry PF00037 

fer4, 4Fe-4S binding domain, score 

13.2, E-value 0.0015" 

/gene="glpC" 

/locus-tag="YE0214" 

/ inf erence="protein 

motif :Prosite:PS0 019 8" 

/note="PS00198 4Fe-4S ferredoxins, 

iron-sulfur binding region 

signature . " 

/gene="glpC " 

/locus-tag="YE0214" 

/inf erence= "protein 

motif :PFAM:PF0 2 75 4" 

/note="Pfam match to entry PF02754 

DUF224, Domain of unknown function 

(DUF224), score 35.2, E-value 

9.6e-08" 

/gene="glpC " 

/locus-tag="YE0214" 

/inf erence= "protein 

motif :PFAM:PF02 75 4" 

/note="Pfam match to entry PF02754 
DUF224, Domain of unknown function 
(DUF224), score 61.2, E-value 
1.5e-15" 
.2537 /gene="dcrB" 

/locus-tag="YE0215" 
.2537 /gene="dcrB" 

/locus-tag="YE0215" 

/codon-start=l 

/transl-table=ll 

/product= "putative lipoprotein" 
/protein-id="CAL10350 .1" 
/db-xref="GI : 122087569" 
/db-xref="UniProtKB/TrEMBL:AUIB2" 
/ translation="MGQPVSLLEGKVAFSLPADL 
SDQSGKMGSQANNMHVYANKTGDK 
AVIVILGDDTNEALNVLTDRLAEQQRARDANLQV 
VTNKAIKVDGHPFQQLDSI ITSGG 
QKAYSSVLMGQVDNHLMTIQITLPADNQQQAQTE 
AESIISTLKLK" 
.2545 /gene="yhhQ" 

/locus-tag="YE0216" 



misc-f eature 



misc-f eature 



complement (253896. .2545 /gene="yhhQ" 

76) 

/locus-tag="YE0216" 
/codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10351 .1" 
/db-xref="GI : 122087570" 
/db-xref="InterPro: IPR003744" 
/db-xref="UniProtKB/TrEMBL:AUIB3" 
/ trans lation="MFSFTAQQRMTALVWLSLFH 
IVIITSSNYLVQLPISIFGFHTTW 
GAFTFPFIFLATDLTVRIFGAPLARRI ILSVMVP 
ALLISYLISALFYQGSWQGFLALS 
SFNLFVARIAAASFMAYVLGQILDVQVFNRLRQR 
SAWWVAPTAAMFFGN I S DTMAFFF 
IAFYRSSDPFMAANWVEIALVDYSFKLLICMLFF 
LPAYGMMLNVLLKYFARKTEQQTL MQANTAEQ" 

complement (253947. .2545 /gene="yhhQ" 

64) 

/locus-tag="YE0216" 
/inf erence=" protein 
motif :PFAM:PF02592" 

/note="Pfam match to entry PF02592 
DUF165, Uncharacterized ACR, YhhQ 
family COG1738, score 254.3, 
E-value l.le-73" 

complement (join (253959 . /gene="yhhQ" 

.254027, 254085. .254153, 

254187. .254255, 

254298. .254366, 

254385. .254444, 

254472. .254540) ) 



254823. 
254823. 



255077 
255077 



misc-feature 254838 .. 255059 



/locus-tag="YE0216" 

/inf erence= "protein 

motif : THHHU : 2.0" 

/note="6 probable transmembrane 

helices predicted for YE0216 by 

TMHMM2.0 at aa 13-35, 45-64, 

71-93, 108-130, 142-164 and 

184-206" 

/locus-tag="YE0217" 
/locus-tag="YE0217" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10352 .1" 
/db-xref="GI : 122087571" 
/db-xref="GOA:AUIB4" 
/db-xref="InterPro: IPR001455" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
IB4" 

/ translation="MTDIFANPDKTLDALGLRCP 
EPVMMVRKTVRHMEDGQTLL I I AD 
DPATTRDIPGFCRFMDHQLLAQDTGQTPYRYLVK 
KGAKAE " 

/locus-tag="YE0217" 
/ inf erence="protein 
motif :PFAM:PF012 06" 

/note="Pfam match to entry PF01206 



UPF0033, Uncharacterized protein 
family UPF0033, score 
136.2,E-value 3.8e-38" 

misc-feature 254856.-254894 /locus-tag="YE0217" 

/ inf erence="protein 
motif :Prosite:PS01148" 
/note="PS01148 Uncharacterized 
protein family UPF0033 signature." 

gene complement ( 255099 .. 2574 /locus-tag="YE0218" 

29) 

CDS complement (255099. .2574 /locus-tag="YE0218" 

29) 

/codon-start=l 
/transl-table=ll 
/product="putative P-type 
cation-translocating membrane 
ATPase" 

/protein-id="CAL10353 .1" 



/db- 


-xref= 


GI : 122087572" 


/db- 


-xref = 


G0A:A1JIB5" 


/db- 


xref= 


InterPro: IPR000150" 


/db- 


-xref = 


InterPro: IPR001366" 


/db- 


-xref = 


InterPro: IPR001757" 


/db- 


xref= 


InterPro: IPR001969" 


/db- 


-xref = 


InterPro: IPR005834" 


/db- 


-xref= 


InterPro: IPR006121" 


/db- 


-xref= 


InterPro: IPR006404" 


/db- 


-xref = 


InterPro: IPR006416" 


,/db- 


xref = 


InterPro: IPR008250" 


/db- 


-xref = 


UniProtKB/TrEMBL : A1JIB5 



/ trans lation="MHSHSEHRHSTETQSHCGCG 

HDHAKKQTGCSSQPAANISHDSSN 

SVSEHSHQEGGCCSQSSHTDDGDEESDRLANATP 

AGSQHFSWQVKGMDCPSCARKIEN 

AVSNLVG I ENVKVLFATEKL WDARS D I RLQVQQ 

AVIQAGFSLIDTQSPGAGKNTESE 

SRFREYLPIALLTTLMLLSWGISLFSVELSELAF 

TVTTIVGLIPIVTKAWKLIRSGTP 

F AI E T LMS VAA I G AMF I G AT AE AAMVL L L FMVGE 

LLESYAANRARRGVTALMALVPEE 

ALLLKEGERRQVSVASLRPGDI IEVSPGGRLPAD 

AELMTPFASFDESALTGESVPVER 

VQGEKVAAGS L S VDRATEMRVI SEPGNNAI DR I L 

QLIELAEERRAPIERFIDRFSRIY 

TPAIMFLSALVILVPPLAFAEPWETWIYRGLTLL 

L IGCPCALVI S TPAAI T SALAAAT 

RRGALIKGGAALEQLGRIQTVAFDKTGTLTEGKP 

QVTDILPISGVSETRLLSLAAAVE 

AGSHHPLAVAIMQRAQQNTPMLPLAEERRALAGI 

GVEGRVNGLWRVSAPSKI SPELL 

TAEWLAQFDELESSGKTAVAVLENEKFIGWALR 

DTLRTDAKQAIDALKKLGIQGVML 

TGDNPRAAAAIAGELGIDYRAGLLPADKVQAVMA 

LNATHPTVMVGDGINDAPAMKAAS 

IGIAMGSGTDVALETADAALTHNRLTGLAEI ILL 

SRAANANIRQNITIALGLKGIFLV 

TTLLGLTGLWLAVLADSGATALVTANALRLLRKR 

DI" 

misc-feature complement ( 255138 .. 2551 /locus-tag="YE0218" 
73) 

/inf erence= "protein 
motif :Prosite:PS0 0141" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



gene 
CDS 



complement (join(255168. 
.255236,256089. .256157, 
256200. .256268, 
256677. .256745, 
256788. .256856, 
256875. .256934) ) 



complement (255357.. 2560 
28) 



complement (255360 . .2554 
28) 



complement (255990 . .2560 
10) 



complement (256038 . .2567 
03) 



/note="PS00141 Eukaryotic and 
viral aspartyl proteases active 
site. " 

/locus-tag="YE0218" 



/inf erence= "protein 

motif :TMHMM:2 . 0" 

/note="6 probable transmembrane 

helices predicted for YE0218 by 

TMHMM2.0 at aa 166-185, 192-214, 

229-251,388-410, 425-447 and 

732-754" 

/locus-tag="YE0218" 

/ inf erence="protein 
motif :PFAM:PF00702" 

/note="Pfam match to entry PF00702 
Hydrolase, haloacid 
dehalogenase-like hydrolase, score 
106.1, E-value 4.4e-29" 
/locus-tag="YE0218" 

/ inf erence="protein 
motif :Prosite:PS0 1229" 
/note="PS01229 Hypothetical cof 
family signature 2 . " 
/locus-tag="YE0218" 

/inf erence= "protein 
motif :Prosite:PS0 0154" 
/note="PS00154 E1-E2 ATPases 
phosphorylation site." 
/locus-tag="YE0218" 



/ inf erence="protein 
motif :PFAM:PF00122" 

/note="Pfam match to entry PF00122 
El-E2-ATPase, E1-E2 ATPase, score 
295.6, E-value 4e-86" 

complement (256989 . .2571 /locus-tag="YE0218" 

80) 

/inf erence=" protein 
motif :PFAM:PF00403" 

/note="Pfam match to entry PF00403 
HMA, Heavy-metal-associated domain, 
score 53.8, E-value 2.5e-13" 
/locus-tag="YE0218" 



complement (257079 . .2571 
68) 



complement (257713 . .2583 
39) 



complement (257713 . .2583 
39) 



/inf erence=" protein 
motif :Prosite:PS010 47" 
/note="PS01047 

Heavy-metal-associated domain. 
/gene="yhhN " 



/locus-tag="YE0219" 
/gene="yhhN " 



/locus-tag="YE0219 



mi sc- feature complement (join (257719 
.257775,257812. .257871. 
257899. .257955, 



257974. 
258055. 
258127. 
258199. 



258627. 
258627. 



258986. 
258986. 



258042, 
258114, 
258186, 
258258) ) 



258947 
258947 



259369 
259369 



sig-peptide 



258986. .259042 



/codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10354 . 1" 

/db-xref="GI : 122087573" 

/db-xref="GOA:AUIB6" 

/db-xref="InterPro: IPR012506" 

/db-xref="UniProtKB/TrEMBL:AUIB6" 

/ translation="MSWPFLAVFFSGWLFVDATY 

RGPRWQRWVFKPVT LLLLLL LAWQ 

APILGPAGYLIVLGLLATLVADALLLLPSERLLY 

ALGAFFLSHLLYTISFASQMTFTL 

FWPLPLVLIIVGALLLATIWTRLDEMRWPWAFV 

GMTLLMVWMAGEQYFARSTDMSFS 

LLTGTVLLLVSHTIWLLNRYRFSFRASDAIVAGC 

YFVGHFL I VRS L YL " 

/gene="yhhN " 



/locus-tag="YE0219" 

/ inf erence="protein 

motif :TMHMM: 2.0" 

/note="7 probable transmembrane 

helices predicted for YE0219 by 

TMHMM2.0 at aa 28-47, 52-71, 

76-95, 100-122,129-147, 157-176 

and 189-207" 

/locus-tag="YE0221" 

/locus-tag="YE0221" 

/codon-start=l 

/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10355. 1" 

/db-xref="GI : 122087574" 

/db-xref="InterPro: IPR0149 49" 

/db-xref="UniProtKB/TrEMBL:AUIB7" 

/ translation="MANEQLLYRIQFINNGKNYQ 

LYVREVGPSALFGFIEIADFVFDS 

QSTLLVDPSTEKLKTEFSGVNRSYIPLHSVIRID 

AVTEKGSARISELGSNVMSFPYLP GNKP " 

/locus-tag="YE0222" 

/locus-tag="YE0222" 

/ codon-start=l 

/transl-table=ll 

/product="putative membrane 

protein" 

/protein-id="CAL10356 .1" 

/db-xref="GI : 122087575" 

/db-xref="UniProtKB/TrEMBL:AlJIB8" 

/ translation="MNKPPLLFIAVWLIWLAT 

RQYWQKKRQDAENDRSPVRSLQVE 

VIDKREVLAPNRRSRQREEIVAEEKRYEVYFQPL 

LSGVEVKKSNEIKIVLPQQEYNRI 

EQGAKGTLRLQGTRYISFVPNSVAK" 

/locus-tag="YE0222" 

/note="Signal peptide predicted 



for YE0222 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.802) 
with cleavage site probability 
0.534 between residues 19 and 20" 

misc-feature 258998 .. 259057 /locus-tag="YE0222 " 

/inf erence=" protein 
motif :TMHMM: 2 .0" 
/note="l probable transmembrane 
helix predicted for YE0222 by 
TMHMM2.0 at aa 5-2 4" 

gene complement ( 259410 .. 2596 /gene="yhhL" 

82) 

/locus-tag="YE02 23" 
CDS complement (259410. .2596 /gene="yhhL" 

82) 

/locus-tag="YE02 23" 
/ codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10357 . 1" 
/db-xref="GI: 122 0 8 7576" 
/db-xref="InterPro: IPR009525" 
/db-xref="UniProtKB/TrEMBL:AUIB9" 
/ translation="MWINIGRLLMLGVWFFLLLN 
LFQPFPKPLRYF I DVAMI FMVLMH 
GLQLILLKSTQPKDQPISGLQQFKIFVFGVFELL 
AWQKKQPPLPKK" 

misc-feature complement ( join (259443 . /gene="yhhL" 
.259502,259530. .259598, 
259617. .259670) ) 

/locus-tag="YE0223" 

/ inf erence="protein 

motif :TUHMU: 2.0" 

/note="3 probable transmembrane 

helices predicted for YE0223 by 

TMHMM2.0 at aa 5-22, 29-51 and 

61-80" 

gene complement ( 259672 .. 2602 /locus-tag="YE0224" 

26) 

CDS complement (259672 . .2602 /locus-tag="YE0224" 

26) 

/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10358 .1" 
/db-xref="GI : 122087577" 
/db-xref="InterPro: IPR002052" 
/db-xref =" InterPro : IPR0 0 43 9 8 " 
/db-xref="InterPro: IPR016065" 
/db-xref="UniProtKB/TrEMBL:AUICO" 
/ trans lation="MPVSPGLRPTTDRVRETLFN 
WL APMI QGARC LDCFAGSGALGLE 
ALSRYAGFTVLLEADRHVAKQLSNNLALLSADNG 
QWNTNSLQWLAQPGQPFDLVFLD 
PPFRKGLLAETVNLLEQFNWLTADAWIYVEAEAE 
SAAADVPASWQLHREKIAGQVAYR 
LYIRNKDVPQDRVSVEEQEQHHVD" 
misc-feature complement ( 259738 .. 2602 /locus-tag="YE0224" 
23) 

/ inf erence="protein 



misc-f eature complement ( 259912 . 
32) 



260574. .262097 



260574. .262097 



misc-feature 261198 .. 261443 



misc-feature 261474 .. 262088 



misc-feature 261501 .. 261524 



motif :PFAM:PF036 02" 

/note="Pfam match to entry PF03602 
Cons-hypoth95, Conserved 
hypothetical protein 95, score 
223.8, E-value 1.6e-64" 
/locus-tag="YE022 4" 

/ inf erence="protein 

motif :Prosite:PS0 0 092" 

/note="PS00092 N-6 

Adenine-specif ic DNA methylases 

signature . " 

/gene="f tsY" 

/locus-tag="YE0225" 

/gene="f tsY" 

/locus-tag="YE0225" 

/ codon-start=l 

/transl-table=ll 

/product="cell division protein" 

/protein-id="CAL10359 .1" 

/db-xref="GI : 122 0 8 7578" 

/db-xref="GOA:AUICl" 

/db-xref="InterPro: IPR0 0 0 89 7" 

/db-xref="InterPro:IPR003593" 

/db-xref="InterPro: IPR0 0 439 0" 

/db-xref="InterPro: IPR013822" 

/db-xref="UniProtKB/TrEMBL:AUICl" 

/ translation="MAKEKKRGFFSWLGLGRQNE 

EHTAEPLATErEETAE'j EI1PAI 

EEQVLSEKQAEIAPDNTSVEAEARESVAEHSTLA 

PGEWDSTAIS EVAAE TLP EVGAE P 

AAQSVEEPINFAEDPQYLQHHFSQNHDDKDKVDS 

WDEGTVSAPELPLTEHHWI DTPA 

PQAIVEESQAEVIEEPWLEEEIEAEEEWAVVA 

QEQERPTKEGFFARLKRSLIKTKQ 

NLGSGFMGLFSGKKIDDDLFEELEEQLLIADVGV 

ETTRKIITSLTEHASRKQLKDAEA 

LYGKLKEEMSEILSKVDKPLDVSGKNPFVILMVG 

VNGVGKTTTIGKLARQFQAEGKSV 

MLAAGDTFRAAAVEQLQVWGDRNKIAWAQHTGA 

DSASVIFDAIQAAKARGIDVLLAD 

TAGRLQNKAHLMEELKKIVRVMKKLDGDAPHEVM 

LTLDASTGQNAVSQAKLFNEAVGL 

TGITLTKLDGTAKGGVIFAIADQFGIPIRYIGVG 

EGIEDLRPFKADDFIEALFARED" 

/gene="f tsY" 

/locus-tag="YE0225" 

/ inf erence="protein 

motif :PFAM:PF02881" 

/note="Pfam match to entry PF02881 
SRP54-N, SRP54-type protein, 
helical bundle domain, score 81.0, 
E-value 1.6e-21" 
/gene="f tsY" 
/locus-tag="YE0225" 
/inf erence=" protein 
motif :PFAM:PF0 0 448" 

/note="Pfam match to entry PF00448 
SRP54, SRP54-type protein, GTPase 
domain, score 416.8, E-value 
1.3e-122" 
/gene="f tsY" 



/locus-tag="YE0225" 
/ inf erence="protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

misc-feature 262002 .. 262043 /gene="ftsY" 

/locus-tag="YE0225" 
/ inf erence="protein 
motif :Prosite: PS 00300" 
/note="PS00300 SRP54-type proteins 
GTP-binding domain signature." 

gene 262103 .. 262771 /gene="ftsE" 

/locus-tag="YE0226" 

CDS 262103. .262771 /gene="ftsE" 

/locus-tag="YE0226" 
/ codon-start=l 
/transl-table=ll 
/product="cell division 
ATP-binding protein" 
/protein-id="CAL10360 . 1" 
/db-xref="GI : 122087579" 
/db-xref="GOA:AUIC2" 
/db-xref="InterPro: IPR0 03 439" 
/db-xref="InterPro:IPR003593" 
/db-xref="InterPro: IPR0 052 86" 
/db-xref="InterPro: IPR013505" 
/db-xref="UniProtKB/TrEMBL:AUIC2" 
/ translation="MIRFEQVSKAYLGGRQALQG 
VD F H L RP AE 1-IAF L T G H S GAG K S T L 
LKLICGIERPSAGHIWFGGHDISRLKNREVPFLR 
RQIGMIFQDHHLLLDRTVYDNVAM 
PLIIAGASTEDIRRRVSAALDKVGLLDKAKNFPI 
QLSGGEQQRVGIARAWNKPAVLL 
ADEPTGNLDDALSEGI LRLFEEFNRVGVTVLMAT 
HDTSLIARRRYPILTLSQGRMSGA HHGE" 

misc-feature 262184 .. 262741 /gene="ftsE" 

/locus-tag="YE0226" 
/inf erence= "protein 
motif :PFAM:PF00005" 

/note="Pfam match to entry PF00005 
ABC-tran, ABC transporter, score 
239.0, E-value 4.5e-69" 

misc-feature 262205 .. 262228 /gene="ftsE" 

/locus-tag="YE0226" 
/ inf erence="protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

misc-feature 262514 .. 262558 /gene="ftsE" 

/locus-tag="YE0226" 
/inf erence= "protein 
motif :Prosite:PS00211" 
/note="PS00211 ABC transporters 
family signature." 

gene 262860 .. 263720 /gene="ftsX" 

/locus-tag="YE0227" 
/note="synonym: ftsS" 

CDS 262860. .263720 /gene="ftsX" 

/locus-tag="YE0227" 
/ codon-start=l 
/transl-table=ll 

/product="cell division protein" 



262860. .262964 



misc-feature join (262 8 78 .. 262946, 
263331. .263399, 
263460. .263528, 
263631. .263690) 



misc-feature 263310 .. 26369 



264131. .264988 



264131. .264988 



/protein-id="CAL10361 . 1" 
/db-xref="GI : 122087580" 
/db-xref="G0A:AUIC3" 
/db-xref="InterPro: IPR003838" 
/db-xref="InterPro: IPR004513" 
/db-xref="UniProtKB/TrEMBL:AUIC3" 
/ trans lation="MMRQPLATLLTVMVIAISLT 
LPSVCYIVWKNVSQAADQWYPTPQ 
LTVYLDKALDDNAAENWTTLKTEAGVEKVNYLS 
REEAMGEFRNWSGFGGALDMLEEN 
PLPAVAIITPKLDFQSSGTLDTLRDRVSKVEGVA 
EVRMDDSWFARLAALTGLVGQVAA 
MI GVLMWAVF LVI GNS VRL S I F S RRDT I NVMKL 
IGATDGFILRPFLNGGAMLGFGGA 
VLSLILSEALVWKLGSWTQVATVFGTSFTLHGL 
SWDECLLLVLI SAMIGWIAAWLAT 
VQHLRRFTPQ" 
/gene="f tsX" 
/locus-tag="YE0227" 
/note="Signal peptide predicted 
for YE0227 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.865) 
with cleavage site probability 
0.331 between residues 35 and 36" 
/gene="f tsX" 



/locus-tag="YE0227" 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="4 probable transmembrane 

helices predicted for YE0227 by 

TMHMM2.0 at aa 7-29, 158-180, 

201-223 and 258-277" 

/gene="f tsX" 

/locus-tag="YE022 7" 

/ inf erence="protein 

motif :PFAM:PF02687" 

/note="Pfam match to entry PF02687 

DUF214, Predicted permease, score 

74.6, E-value 1.4e-19" 

/ gene="rpoH" 

/locus-tag="YE022 8" 

/note="synonyms : fam, hin, htpR" 

/gene="rpoH" 

/locus-tag="YE022 8" 

/codon-start=l 

/transl-table=ll 

/product="RNA polymerase sigma-32 
factor" 

/protein-id="CAL10362 .1" 
/db-xref="GI : 122087581" 
/db-xref="GOA:AUIC4" 
/db-xref="InterPro: IPR000943" 
/db-xref="InterPro: IPR007627" 
/db-xref="InterPro: IPR007630" 
/db-xref="InterPro: IPR011991" 
/db-xref="InterPro: IPR012759" 
/db-xref="InterPro: IPR014284" 
/db-xref="UniProtKB/TrEMBL:AlJIC4" 
/ translation="MTKEMQTLALVPQGSLEAYI 



264359. .264400 



misc-feature 264884 .. 264949 



misc-feature 264887 .. 264967 



complement (265084. 
76) 



complement (265084 . 
76) 



misc-feature complement ( 265111 , 
53) 



265898. .267013 



265898. .267013 



RAANAYPMLTAEEERELAERLHYQ 
GDLEAAKQLILSHLRFVAHVARNYSGYGLPQADL 
I QEGN I GLMKAVRRFNPEVGVRL V 
S FAVHW I KAE IHEYVLRNWRI VK VAT TKAQRKLF 
FNLRKTKQRLGWFNQDEVE L VAKE 
LGVTSKDVREMESRMSAQDMTFDPTPDDEVRDGQ 
SMAPVLYLQDKTSDFADGIEEDNW 
DNHAADKLTYALEGLDERSQHI IRARWLDDDNKS 
TLQELADQYGVSAERVRQLEKNAM 
KKLRMAIEA" 
/gene="rpoH" 
/locus-tag="YE022 8" 
/ inf erence="protein 
motif :Prosite:PS0 0 715" 
/note="PS00715 Sigma-70 factors 
family signature 1 . " 
/gene="rpoH" 
/locus-tag="YE022 8" 
/note=" Predicted helix-turn-helix 
motif with score 2068.000, SD 6.23 
at aa 252-273, sequence 
STLQELADQYGVSAERVRQLEK" 
/gene="rpoH" 
/locus-tag="YE022 8" 
/inf erence= "protein 
motif :Prosite:PS0 0 716" 
/note="PS00716 Sigma-70 factors 
family signature 2 . " 
.2654 /gene="yhhK" 

/locus-tag="YE0229" 
.2654 /gene="yhhK" 

/locus-tag="YE0229" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
acetyltransf erase" 
/protein-id="CAL10363 .1" 
/db-xref="GI : 122087582" 
/db-xref="GOA:AUIC5" 
/db-xref="InterPro: IPR000182" 
/db-xref="InterPro: IPR016181" 
/db-xref="UniProtKB/TrEMBL:AUIC5" 
/ translation="MKLTIERLTNLTHQDLIDLA 
KIWPEQQQTTWLQWINDGKPLFAA 
RFNERLLGAVKVMVDGQQAELEDLYVREVTRRRG 
VGLYLIEETLRQLPTIQQWYLSDK 
QWAANYEAMGSFMLACGFSRNKQGWQR" 
.2653 /gene="yhhK" 

/locus-tag="YE0229" 
/inf erence=" protein 
motif :PFAM:PF0 05 83" 

/note="Pfam match to entry PF00583 
Acetyltransf , Acetyltransf erase 
(GNAT) family, score 23.4, E-value 
0.00035" 
/gene="livK" 
/locus-tag="YE023 0" 
/note="synonym: livj" 
/gene="livK" 



265898. .265969 



misc-feature 265958 .. 267007 



gene 
CDS 



267172. .268098 
267172. .268098 



/locus-tag="YE023 0" 

/codon-start=l 

/transl-table=ll 

/product="branched-chain amino 

acid-binding protein" 

/protein-id="CAL1036 4. 1" 

/db-xref="GI : 122087583" 

/db-xref="GOA:AUIC6" 

/db-xref="InterPro: IPR000709" 

/db-xref="InterPro: IPR001828" 

/db-xref="UniProtKB/TrEMBL:AUIC6" 

/ translation="MKLTKGKVLLAGCIAMAMSH 

SVLAKDIKVAIVGAMSGPVAQYGD 

MEFTGARQAIADINAKGGIKGDKLVGVEYDDACD 

P KQ AVAVANKV INDGIRYVIGHLC 

SSSTQPASDIYEDEGVIMITPAATNADLTTRGYK 

MIMRTTGLDSDQGPTAAKYILETI 

KPKRIAWHDKQQYGEGLARSVRDSLKKQGTEPV 

LFEGVTAGDKDFSTLVARLKKENV 

DFVYFGGYYPEMGQILRQAKQAGLTARFMGPEGV 

GNSSLSNIAGDASEGMLVTLPKRY 

DQVPANQPIVDALKAKKLDPTGPFVWTTYAALQS 

LTTAMERSGSQEPADLVKDLKTGK 

PVETVMGPLSWDEKGDLKGFEFGIFEWHADGSST 

AVK" 

/gene="livK " 
/locus-tag="YE023 0" 
/note="Signal peptide predicted 
for YE0230 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
1.000 between residues 24 and 25" 
/gene="livK" 
/locus-tag="YE023 0" 
/ infer ence= "protein 
motif :PFAM:PF01094" 

/note="Pfam match to entry PF01094 

ANF-receptor , Receptor family 

ligand binding region, score 

175.3, E-value 6.6e-50" 

/gene="livH " 

/locus-tag="YE0231" 

/ gene="livH " 

/locus-tag="YE0231" 

/codon-start=l 

/transl-table=ll 

/product= "high-affinity 

branched-chain amino acid 

transport system, permease 

protein" 

/protein-id="CAL10365.1" 

/db-xref="GI : 122087584" 

/db-xref="GOA:AUIC7" 

/db-xref="InterPro: IPR001851" 

/db-xref="UniProtKB/TrEMBL:AUIC7" 

/ translation="MSEQFLYFLQQMFNGVTLGS 

TYALIAIGYTMVYGI IGMINFAHG 

EVYMI S S YVSF I VI AALMMVG I DAS WLL I GS AFL 

VS I VI ASTYGWS IERVAYKPVRS S 

KRLIALISAIGMSIFLQNYVSLNQGSRDLALPSL 

VTGQWTLAETNGFAATISTMQLTI 

W I VT F L AML AL T L F I R Y S RMG R AC R AC AE D L KMA 



misc-feature 267193 .. 268083 



misc-f eature 



join(267214. .267282, 
267301. .267369, 
267447, 
267543, 
267696, 
267858, 
267969, 



267379 
267484 
267628 
267790 
267901 



gene 
CDS 



268015. .268074) 



268095. .269381 
268095. .269381 



sig-peptide 



268095. .268169 



SLLGINTDRVI SLTFVIGALMAAV 

AGVLLGQFYGVINPYIGFMAGMKAFTAAVLGGIG 

SIPGAMIGGLILGIAEALTSAYLS 

TEYKDAVSFAL L I WLLVMPTG I LGRPEVEKV " 

/gene="livH " 

/locus-tag="YE0231" 

/inf erence=" protein 

motif :PFAM:PF02 653" 

/note="Pfam match to entry PF02653 
BPD-transp-2 , Branched-chain amino 
acid transport system / permease 
component, score 323.1, E-value 
2e-94" 

/gene="livH " 



/locus-tag="YE0231" 

/inf erence= "protein 

motif :TMHMM: 2.0" 

/note="8 probable transmembrane 

helices predicted for YE0231 by 

TMHMM2.0 at aa 15-37, 44-66, 

70-92, 105-124,153-175, 207-229, 

244-266 and 282-301" 

/gene="livM" 

/locus-tag="YE0232" 

/gene="livM" 

/locus-tag="YE0232" 

/codon-start=l 

/transl-table=ll 

/product=" high-affinity 

branched-chain amino acid 

transport system, permease 

protein" 

/protein-id="CAL10366 .1" 

/db-xref="GI : 122087585" 

/db-xref="GOA:AUIC8" 

/db-xref="InterPro: IPR0 01851" 

/db-xref="UniProtKB/TrEMBL:AUIC8" 

/ translation="MKQLNFLNAI ISSFVLLVLA 

SFVMGLQLQLDGTKLIVQGASEVR 

WLWIGAACIWFFFQLVRPLIQQGIKKVSGPAWV 

LPSFDGTTPRQKLLAAAI I IAAIA 

WPFLVSRGSVDIATLTLIYVMLGLGLNVWGLSG 

LLVLGYGGFYAIGAYTYALLNHYY 

GLGFWESLPLAGIVAALSGFLLGFPVLRLRGDYL 

AIVTLGFGEIVRILLLNNTEITGG 

PNGISQIPKPTLFGLEFSRTAKDGGWDTFHNFFG 

LTYDPSDRI IFLYMVALLLVILTL 

FVINRLLRMPLGRAWEALREDEIACRSLGLSPTK 

I KL T AF T I SAAFAGFAGTL FAARQ 

GFVSPESFTFVESAFVLAIWLGGMGSQFAVILA 

AVL L WS RE LMRDLNAY SML L L G A 

LMVLMMIWRPQGLLPMKRPQLKLKVADIKAKQGE 

QA" 

/gene="livM" 
/locus-tag="YE0232" 



misc-feature join (268113 . .268181, 
268224. .268277, 
268365. .268424, 
268434. .268502, 
268506. .268574, 
268584. .268652, 
268671. .268724, 
268875.-268943, 
269037. .269105, 
269148. .269216, 
269235.-269294) 



misc-feature 268314 .. 269351 



269378. .270145 



269378. .270145 



/note="Signal peptide predicted 
for YE0232 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.996) 
with cleavage site probability 
0.812 between residues 25 and 26" 
/gene="livM" 



misc-feature 269471 .. 270070 



/locus-tag="YE0232" 
/ infer ence= "protein 
motif :TMHMM: 2.0" 

/note="ll probable transmembrane 

helices predicted for YE0232 by 

TMHMM2.0 at aa 7-29, 44-61, 

91-110, 114-136,138-160, 164-186, 

193-210, 261-283, 315-337, 352-374 

and 381-400" 

/gene="livM" 

/locus-tag="YE0232" 

/ infer ence= "protein 

motif :PFAM:PF02653" 

/note="Pfam match to entry PF02653 

BPD-transp-2 , Branched-chain amino 

acid transport system / permease 

component, score 357.7, E-value 

8.3e-105" 

/gene="livG" 

/locus-tag="YE0233" 

/gene="livG " 

/locus-tag="YE0233" 

/codon-start=l 

/transl-table=ll 

/product=" high-affinity 

branched-chain amino acid 

transport, ATP-binding protein" 

/protein-id="CAL1036 7. 1" 

/db-xref="GI : 122087586" 

/db-xref="GOA:AUIC9" 

/db-xref="InterPro: IPR003439" 

/db-xref="InterPro: IPR003593" 

/db-xref="UniProtKB/TrEMBL:AUIC9" 

/ translation="MSTQPLLAVEGLSMRFGGLL 

AVNNVGLNLNQGE I VS L I GPNGAG 

KTTIFNCLTGFYRPTGGTIKLRDRHIEGLPGQVI 

ARMGVIRTFQHVRLFREMTWENL 

LVAQHQHLKSGVFAGLLKTPGFRRAEADALERAA 

TWLERVGLLELANRQAGNLAYGQQ 

RRLEIARCMVTRPELLMLDEPAAGLNPKETDELN 

QLIMELRDQHQVSVLLIEHDMKLV 

MGISDRIYWNQGTPLAQGSPIEIRNNPDVIRAY 

LGE" 

/gene="livG " 
/locus-tag="YE0233" 
/ inf erence="protein 



motif :PFAM:PF0 0 0 05" 

/note="Pfam match to entry PF00005 
ABC-tran, ABC transporter, score 
230.2, E-value 1.9e-66" 

misc-feature 269492 .. 269515 /gene="livG" 

/locus-tag="YE0233" 
/inf erence=" protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

misc-feature 269840 .. 269884 /gene="livG" 

/locus-tag="YE0233" 
/inf erence= "protein 
motif :Prosite:PS00211" 
/note="PS00211 ABC transporters 
family signature." 

gene 270190 .. 270891 /gene="livF" 

/locus-tag="YE023 4" 

CDS 270190. .270891 /gene="livF" 

/locus-tag="YE023 4" 

/codon-start=l 

/transl-table=ll 

/product=" high-affinity 

branched-chain amino acid 

transport, ATP-binding protein" 

/protein-id="CAL10368 . 1" 

/db-xref="GI: 122087587" 

/db-xref="GOA:AUID0" 

/db-xref="InterPro:IPR003439" 

/db-xref="InterPro: IPR003593" 

/db-xref="UniProtKB/TrEMBL:AUIDO" 

/translation="MLSFNQVSAHYGKIQALHQV 

SLHIQQGEIVTLIGANGAGKTTLL 

GTLCGEPRATEGSI IFGEQDITSWQTARIMREAI 

A I VP E GRRVF C RUT VE ENLAMGGF 

FADRQQYQQRIERVYDLFPRLFERRAQRAGTMSG 

GEQQMLAIGRALMSQPKLLLLDEP 

SLGLAPIIILQIFDTIQQLREEGMTIFLVEQNAN 

QALKLADRGYVLENGRIVLEDTGA 

ALLANEAVRSAYLGG " 

misc-feature 270268 .. 270816 /gene="livF" 

/locus-tag="YE0234" 
/ inf erence="protein 
motif :PFAM:PF00005" 

/note="Pfam match to entry PF00005 
ABC-tran, ABC transporter, score 
200.5, E-value 1.7e-57" 

misc-feature 270289 .. 270312 /gene="livF" 

/locus-tag="YE023 4" 
/inf erence=" protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

misc-feature 270589 .. 270633 /gene="livF" 

/locus-tag="YE023 4" 
/inf erence=" protein 
motif :Prosite:PS00211" 
/note="PS00211 ABC transporters 
family signature." 

gene complement ( 270952 .. 2720 /locus-tag="YE0235" 

22) 

CDS complement (270952 . .2720 /locus-tag="YE0235" 



sig-peptide 



misc-f eature 



complement (271954. 
22) 



/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL10369 .1" 
/db-xref="GI : 122087588" 
/db-xref="UniProtKB/TrEMBL:AlJIDl" 
/ translation="MNIKSKKLLLILMLFIMQPI 
AMANPSFYPYIKNYSNCSVTVLED 
SSIAVSFRAHLVNDLFSDVNPHIEQWKQLIKIPD 
DESIKLIPHHAILSLYFYNYNGEE 
NHSINIRNISNIFLDGANSSHASNNIKEIKFDSS 
PGTFSHTHYDVSFTIAANTLKNIR 
IGATVGGVLNRGEQQYSLLSSKGLSFGSTGKQCE 
IFDPQAGVAPEAVKIDPKFRLSSA 
RWQLKPLDLDLLLDNTANGAGLDASLENAENNRF 
CIHYQSMGVRPVLHRIQANNLNGL 
SADRNHFQLKDKDKI INYQVILMTEGINYAFFLP 
EDNYINYLKKDAEKMCWTPKIKLF 
STNTTDKGSYSDTLNFTITPLA" 
.2720 /locus-tag="YE0235" 



/note="Signal peptide predicted 
for YE0235 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.977 between residues 23 and 24" 
complement (271930. .2719 /locus-tag="YE0235" 
98) 

/ infer ence= "protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted for YE0235 by 
TMHMM2.0 at aa 9-31" 
/locus-tag="YE0236" 



complement (272084. 
02) 

complement (272084. 
02) 



complement (272546 . 
02) 



complement (272611 . 
40) 



.2726 /locus-tag="YE0236" 

/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL10370 .1" 
/db-xref="GI: 122087589" 
/db-xref="UniProtKB/TrEMBL:AUID2" 
/ translation="MNTLKIALILLLLPLQARAD 
TIPLGDIDVTLEVTAQPRIEIEKP 
QGGWYHSITLTSTPENPSLYQAEVPITVKLRRLE 
GYRISVKKPLVLTRRSGWYSPVK 
EFSPANISWGTDHASLKLLSDNPQTFTVAKSTSS 
QSTTDYLLQISAQAPSGLDITGKY 
YGQLTLLFETNS " 
.2726 /locus-tag="YE0236" 

/note="Signal peptide predicted 
for YE0236 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.995 between residues 19 and 20" 
.2732 /locus-tag="YE0237" 



complement (272611 . 
40) 



complement ( 2 73233 . 
19) 

complement (273233 . 
19) 



complement (273854. 
19) 



complement (273839. 
07) 



complement ( 2 7393 7 . 
49) 

complement ( 2 7393 7 . 
49) 



.2732 /locus-tag="YE0237" 

/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL10371 .1" 
/db-xref="GI : 122087590" 
/db-xref="UniProtKB/TrEMBL:AUID3" 
/ translation="MASFLPVGTFAAIDIQPHVL 
EVQQKSAWTVTNHGTETEYITVQ 
LYQLNNPGELPEQESLTPVSEQVQPALFAAPAKM 
TLGPQQSGKILLNALSSPDKEQVY 
RLAVTPVNNRSVSGNGAVLGVQLSYMGLIRHLPA 
SQQHQWTHHCINGSVKLHNTGNTR 
LQWYQLEAQGRVIDDFNLYPGKQRQLAVRDVRGM 
VESETFNLRCPAGKK" 
.2739 /locus-tag="YE0238" 

.2739 /locus-tag="YE0238" 

/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL10372 .1" 
/db-xref="GI : 122 0 8 7591" 
/db-xref="UniProtKB/TrEMBL:AUID4" 
/ translation="MKYVYLLSTIALLAAPIATT 
YAQLVAIPARTTVEALDQHRTVQV 
YNSGDKPLYLDITLQRVDNPGINPEQKTLISDIT 
QPEMIFNPNRITLGPKQKRDIKLL 
PLKAPAQETLYRLYINPIVDIKAIGNSEDKSKIH 
APMTVS IGYGVLVHHLPP H AE Q I R 
HWQHQCLSGGNLMLTSTGTIHSKFKQLKSADNSA 
LTDSLNLYPGTPVTLSAQQLMGEV 
DNETFSIRCG" 
.2739 /locus-tag="YE0238" 

/note="Signal peptide predicted 
for YE0238 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.998) 
with cleavage site probability 
0.796 between residues 22 and 23" 
.2739 /locus-tag="YE0238" 

/inf erence=" protein 
motif :TMHMM: 2 .0" 
/note="l probable transmembrane 
helix predicted for YE0238 by 
TMHMM2.0 at aa 5-2 7" 
.2762 /locus-tag="YE0239" 

.2762 /locus-tag="YE0239" 

/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL10373 .1" 
/db-xref="GI : 122087592" 
/db-xref="UniProtKB/TrEMBL:AUID5" 



sig-peptide complement ( 276163 . . 

49) 



misc-feature complement ( 273940 . . 
51) 



misc-feature complement ( 275722 . . 
45) 



gene complement ( 276430 . . 

06) 

CDS complement (276430 . . 

06) 



/ t r an s 1 at i o n= " ME WNPMKTP S I I DKAVL VAL 
LLTSFNSVGSEDITIEHLVPAGFS 
AAEEHNTLQLLGILDGKTLPSPLFFSEEKQQLSF 
DQQQ YRDNH IDESSITL LAG I L P Q 
IPYLQCQNGCDYILSNHRI TVDKVNHWT I TNNN 
NRYLMPVT TWG LVHNQ SFDLRLAT 
EQYRAVSARGQGYLGLPYQSFAFAHWF YNAAR I K 
NNNSYAHQSGYQQQTQIGVGSWYL 
QKNFQAHYLRAGRQNNLDNSAGSIHTLVNPALDQ 
F VT LG S Q S YL A I DKP S AG S L VL Y A 
TSDGDFEIYRDNQLIRRIPAQLGRNEIDYSQLPG 
GYYTVEIRLVDRTGKVINQESQTI 
SNIGTQTNNGWFLTLGKGAVRSNNAPHLMQFGRS 
MNLKSLQTNITLLKDTASHWTAEG 
NASHPLGIYDLNITPTLGLMSGEKRSGGYLRLTG 
GNSGLGYASLARYQTPDVSIYAPN 
AGSTSASYSRRFGPTQLSYQFNQYKNNRQHRIQS 
RWDWRRPQYGMALSLGVQKGGQWN 
SQNNYGVFLNTTLSFLKNSASINSAYARQQLTTS 
ASYQKEFSDNYGTSTFGIDGSTSG 
KSNSVGSFAHRSGSRGDVSARAGVDNKIANGGIS 
YNGMLAISPQGIALGRSSYSGTAL 
LIETPDLAGTPYSFTAEGQPISGSGVYAIPIPRY 
QDRFFVRTHSNHSDVEMNIQLPVN 
ITRAHPGQVFSSQANITLNLLYHGFLKGPQGQPV 
SGVIDETGDTVHPNGLFSIQSDVI 
LKNITVQSTSARYRCDMRQQRDHIYLCHLN" 
2762 /locus-tag="YE0239" 

/note="Signal peptide predicted 
for YE0239 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.9 73) 
with cleavage site probability 
0.733 between residues 29 and 30" 
2739 /locus-tag="YE0239" 

/ infer ence= "protein 
motif :Prosite:PS0 029 4" 
/note="PS00294 Prenyl group 
binding site (CAAX box)." 
2757 /locus-tag="YE0239" 

/ inf erence="protein 
motif :Prosite:PS0 0 03 0" 
/note="PS00030 Eukaryotic putative 
RNA-binding region RNP-1 
signature . " 
2769 /locus-tag="YE0240" 

2769 /locus-tag="YE0240" 

/codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL103 74 . 1" 

/db-xref="GI : 122087593" 

/db-xref="UniProtKB/TrEMBL:AUID6" 

/translation="MKKTLLSIVTIAILASSSAN 

AAPVEKDIAIEAKIVSAIKLTKNS 

GRALDAIKMTYDPVKNDGHFTHTEQIKFTSLGGT 

KIKVSLREAFAMLNSNNKTFTDYK 



sig-peptide 



complement (276844. 
06) 



277469. .278788 



277469. .277543 



isc-feature 277571 .. 278731 



misc-feature 277892 .. 277945 



VNIEGKELKNGSAAEFFDLTNTDFSGSLNISAKQ 
PIDAVDGEIYTGVLKLSIEAEA" 
.2769 /locus-tag="YE0240" 

/note="Signal peptide predicted 
for YE0240 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.999 between residues 21 and 22" 
/gene="ugpB" 
/locus-tag="YE02 41" 
/gene="ugpB" 
/locus-tag="YE0241" 
/ codon-start=l 
/transl-table=ll 

/product=" glycerol -3 -phosphate-bin 
ding periplasmic protein" 
/protein-id="CAL10375 .1" 
/db-xref="GI : 122087594" 
/db-xref="GOA:AUID7" 
/db-xref="InterPro:IPR006059" 
/db-xref="InterPro: IPR0 06 061" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
ID7" 

/ translation="MFNNAIRKTSICVALTLAFS 
anamavteipfvh; uegelg"e n 

SLADRFNQSHSDYKIVPVYKGNYEQSLAAGIAAF 

RSGKAPAI lqvyevgtatmmaska 

ikpvfqvfkdaninfdesvfvptvagyytdaktg 

hllsqpfnsstpvlyynkdafkka 

glnpdqppktwqelaedtaklraagsscgyasgw 

qgwiq i enf s awhgqp i as rnngf 

dgtdavlefnkplqvkhiqllsdmnkkgdftyfg 

RKDES T AEF Yll G DC A ITTASSGSL 
AD I RH YAKFN YGVGMMP Y D AD AKD AP QN A I I G G A 
SLWVMDGKDKDTYKGVAEFLQFLT 
QPEIAAEWHQKTGYLPITTAAYELTKQQGFYDKN 
PGADVATRQMLNKPPLPYTKGLRL 
GNMPQIRTWDEELEGVWTGKKTPQQALDTAVSR 
GDVLLHRFEQTNK" 
/gene="ugpB" 
/locus-tag="YE0241" 
/note="Signal peptide predicted 
for YE0241 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.966 between residues 25 and 26" 
/ gene="ugpB" 
/locus-tag="YE02 41" 
/ inf erence="protein 
motif :PFAM:PF0 1547" 

/note="Pfam match to entry PF01547 
SBP-bac-1, Bacterial extracellular 
solute-binding protein, score 
217.0,E-value 1.9e-62" 
/ gene="ugpB" 
/locus-tag="YE02 41" 
/inf erence=" protein 
motif :Prosite:PS0103 7" 
/note="PS01037 Bacterial 
extracellular solute-binding 
proteins, family 1 signature." 



gene 278898.-279785 /gene="ugpA" 

/locus-tag="YE0242" 

CDS 278898.-279785 /gene="ugpA" 

/locus-tag="YE02 42" 
/ codon-start=l 
/transl-table=ll 

/product="sn-glycero 1-3 -phosphate 
transport system, permease protein" 
/protein-id="CAL10376 .1" 
/db-xref="GI : 122087595" 
/db-xref="GOA:AUID8" 
/db-xref="InterPro: IPR000515" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
ID8" 

/ translation="MSSSRPGFSCSWLPYLLVLP 
QLAITAVFFLWPAGEALWYSVQML 
DPFGLSSEFVGLSNFIALFHDEYYLASFYTTLIF 
S S L VAG I GL W S L F L AAMVD Y VL R 
GSRIYQTLMILPYAVAPAVAAVLWIFLFNPGLGL 
I THFLAS LG YN WNHAQN SGQAMF L 
WLASVWKQISYNFLFFLAALQSIPRSLVEAAAI 
DGAGPVRRFFNLVLPLISPVSFFL 
LWNLVYAFFDTFPVIDAATGGGPMQATTTLIYK 
I YREGFAGLDL S S S AAQS WLML L 
VIGLTVIQFRFVERKVRYQ" 
misc-feature join (278931 .. 278999, /gene="ugpA" 

279111. .279179, 

279240. .279308, 

279366. .279434, 

279513. .279581, 

279693. .279761) 

/locus-tag="YE0242" 

/ infer ence= "protein 

motif :TUHMU: 2.0" 

/note="6 probable transmembrane 

helices predicted for YE0242 by 

TMHMM2.0 at aa 12-34, 72-94, 

115-137, 157-179,206-228 and 

266-288" 



L13 ANSWER 5 OF 14 



GENBANK® COPYRIGHT 200 8 on STN 



LOCUS (LOC) : 
GenBank ACC . NO. (GBN) 
GenBank VERSION (VER) 
CAS REGISTRY NO. (RN) 
SEQUENCE LENGTH (SQL) 
MOLECULE TYPE (CI) : 
DIVISION CODE (CI) : 
DATE (DATE) : 
DEFINITION (DEF) : 

KEYWORDS (ST) : 
SOURCE: 
ORGANISM (ORGN) : 



REFERENCE: 

AUTHOR (AU) : 



AM236080 GenBank (R) 

AM236080 

AM236080.1 GI:115254414 

906734-09-6 

5057142 

DNA; circular 

Bacteria 

14 Nov 2006 

Rhizobium leguminosarum bv. viciae chromosome complete 
genome, strain 3841. 
complete genome 

Rhizobium leguminosarum bv. viciae 3841 
Rhizobium leguminosarum bv. viciae 3841 
Bacteria; Proteobacteria; Alphaproteobacteria; 
Rhizobiales; Rhizobiaceae ; Rhizobium/Agrobacterium 
group; Rhizobium 
1 

Young, J. W.; Crossman, L . C . ; Johnston, A. W.B. ; 
Thomson, N. R. ; Ghazoui, Z .F . ; Hull,K.H.; Wexler,M.; 



TITLE (TI) : 

JOURNAL (SO) : 
OTHER SOURCE (OS) 
REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 
JOURNAL (SO) : 



FEATURES (FEAT) : 

Feature Key Location Qualifier 



source 1.. 5057142 /organism="Rhizobium leguminosarum 

bv. viciae 3841" 
/mol-type="genomic DNA" 
/strain="3841" 
/db-xref="taxon:216596" 
/country="United Kingdom" 
/note="biovar : viciae 3841" 

gene complement ( join (5056183 /gene="hemE" 

. .5057142, 1. .72) ) 

/locus-tag="RL4 7 42" 
CDS complement ( join (5056183 /gene="hemE" 

. .5057142, 1. .72) ) 

/locus-tag="RL4 7 42" 
/EC-number= "4.1.1.37" 
/inf erence="similar to 
sequence: INSDC : RC16 796 " 
/inf erence="similar to 
sequence: INSDC :SME59 1793" 
/note="similarity : f asta; 
with=UniProt : DCUP-RHOCA 
(EMBL:RC16796) ; Rhodobacter 
capsulatus (Rhodopseudomonas 
capsulata) . ; hemE; 

Uroporphyrinogen decarboxylase (EC 
4.1.1.37) (URO-D) (UPD) . 
Uroporphyrinogen decarboxylase (EC 
4.1.1.37) (URO-D) (UPD) . ; 
length=344; id 50.621; 322 aa 
overlap; query 1-318; subject 
23-344 similarity : f asta; 
with=UniProt : Q92KV8-RHIME 
(EMBL:SME591793) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PROBABLE 
UROPORPHYRINOGEN DECARBOXYLASE 
PROTEIN (EC 4.1.1.37) . ; 
length=319; id 81.073; 317 aa 
overlap; query 1-317; subject 
1-317; uroporphyrinogen 
decarboxylase" 
/ codon-start=l 



Curson, A.R.J. ; Todd, J. D.; Poole, P. S.; Mauchline, T . H . ; 

East, A. K.; Quail, M. A.; Churcher, C . ; Arrowsmith, C . ; 

Cherevach, A. ; Chillingworth, T . ; Clarke, K.; Cronin,A.; 

Davis, P.; Fraser,A.; Hance,Z.; Hauser,H.; Jagels,K.; 

Moule,S.; Mungall,K.; Norbertczak , H . ; Rabbinowitsch, E . ; 

Sanders, M. ; Simmonds,M.; Whitehead, S . ; Parkhill,J. 

The genome of Rhizobium leguminosarum has recognizable 

core and accessory components 

Genome Biol., 7, R4-R4 (2006) 

CA 145:307927 

2 (bases 1 to 5057142) 

Crossman, L . C . 

Direct Submission 

Submitted (21-FEB-2006) Crossman L.C., Pathogen 
Sequencing Unit, The Wellcome Trust Sanger Institute, 
Hinxton, Cambridge, Cambridgeshire, CB10 ISA, UNITED 
KINGDOM 



474. .1295 
474. .1295 



misc-f eature 



1329. .1928 
1329. .1928 



/transl-table=ll 
/product= "putative 
uroporphyrinogen decarboxylase" 
/protein-id="CAK10225 . 2" 
/db-xref="GI : 115259114" 
/ db-xref ="GOA: Q1MA1 5 " 
/db-xref="UniProtKB/TrEMBL:QlMA15" 
/ translation="MSDTGRKIMRVLSGESLSPP 
PLWLMRQAGRYLPEYRETRAKAGS 
FLDLCYTPEHAVEVTLQP I RRYGFDAAI LF S D I L 
VIPDAMKRNVRFTEGHGPEMDP I D 
EAGIGSLNGEEWDYLRPVLETVRRLREELPAET 
TLLGFCGAPWTVATYMIAGHGTPD 
QAPARLFAYKHARAFEHLLMLLADVSADYLVAQI 
DAGADAVQ I F D S WAG VL GE KE F E A 
FAIRPVARMIASVKSRRPHARI IAFAKGAGYQLK 
TYRQKTGADAIGLDWSVPLAFAAE 
LQKDGPVQGNLDPMRWAGGRALEEGIDDILQHL 
GNGPLIFNLGHGITPQADPEHVRL 
LVDRVRGGA" 
/locus-tag="RL0001" 
/locus-tag="RL0001" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note=" similarity : blastp; 
with=UniProt:Y001-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; Hypothetical UPF0085 
protein R00001.; length=273; 
E()=0e-120; conserved hypothetical 
protein" 
/ codon-start=l 
/transl-table=ll 
/product="Hypothetical UPF0085 
protein R00001." 
/protein-id="CAK05489 .1" 
/db-xref="GI : 115254415" 
/db-xref ="UniProtKB/TrEMBL : Q1MNF6 " 
/ translation="MENRTNFFHLHLISDSTGET 
LISAGRAASAQFRSAQPIEHVYPL 
IRNRKQLLPVLQAI DDAPG I VL YT I VDRELAS L I 
DERC I EMG VAS VN VL E P VMN AF Q I 
YLGAPSRRRVGAQHVMNAGYFARIEALNFTMDHD 
DGQMPDDYNDADWI IGISRTSKT 
PTSIYLANRGIKTANIPIVYGVPLPESLFVASKP 
LIVCLIATTDRISQVRENRVLGVT 
QGFDREHYTDRAAI SEELKYARSLCARHNWPL I D 
VTRRSIEETAAAIVALRPKLR" 
/locus-tag="RL0001" 
/inf erence= "protein 
motif :Pfam:PF03618 . 4" 
/note="Pfam match to entry 
PF03618.4 DUF299" 
/locus-tag="RL0 0 02" 
/locus-tag="RL0 0 02" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/inf erence="similar to 
sequence : UniProtKB : Q92TF1 " 
/ note=" similarity : fast a; 
SWALL:Y002-RHIME ( SWALL : Q92TF1 ) ; 



Rhizobium meliloti; maf-like 
protein r00002; length 199 aa; 198 
aa overlap; query 1-198 aa; 
subject 1-198 aa similarity : fasta; 
with=UniProt :Y002-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Maf-like protein 
R00002.; length=199; id 68.687; 
198 aa overlap; query 1-198; 
subject 1-198" 
/codon-start=l 
/transl-table=ll 
/product="putative septum 
formation protein" 
/protein-id="CAK05490 . 1" 
/db-xref="GI : 115254416" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNF5 " 
/ tr an s 1 at i on= " MTPKL I LAS S SPFRRMLMEN 
AGLSFEAHAARIDERAVEAPLENA 
GAKP DAVAL VL ARAKAE EVSSRFPDSLVIGSDQT 
MSLGDSVFHKPTDLADAASHLQAL 
SGVTHRLNSAVAIVSDGWLWEHLAHAQLTMRPL 
TVE F I ARH L AR VGE RAL S S VG A Y Q 
LEGEGIQLFEKIEGDYFTILGLPMLPLLKKLREL 
GAIDG" 

misc-feature 1335.. 1919 /locus-tag="RL0002" 

/ inf erence="protein 
motif :Pfam:PF02545. 4" 
/note="Pfam match to entry 
PF02545.4 Maf" 

gene 1921.. 2778 /locus-tag="RL0003" 

CDS 1921.. 2778 /locus-tag="RL0003" 

/inf erence="similar to 
sequence : INSDC : ECUW6 7 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : fasta; 
with=UniProt : AROE-ECOLI 
(EMBL:ECUW67) ; Escherichia coli.; 
aroE; Shikimate dehydrogenase (EC 
1.1.1.25).; length=EC 1 ( 272; id 
38.095; 273 aa overlap; query 
14-277; subject 6-266 
similarity : fasta; 
with=UniProt : AROE-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; aroE; Shikimate 
dehydrogenase (EC 1.1.1.2 5).; 
length=EC 1 ( 286; id 75.439; 285 
aa overlap; query 1-285; subject 
1-285" 

/ codon-start=l 

/transl-table=ll 

/product="putative shikimate 

dehydrogenase" 

/protein-id="CAK05491 . 1" 

/db-xref="GI : 115254417" 

/ db-xref ="GOA: Q1MNF4 " 

/ db-xref ="UniPr ot KB/ TrEMBL : Q1MNF4 " 

/ translation="MGDSRETFGPKAFVTGFPIK 



HSRSPLIHGYWLKTLGLLGSYRAH 

EVTPEAFADFIHSLKDGSSGFTGGNVTIPHKELA 

FRLADKPDALSQELGASNTLWRED 

GALHATNTDGRGFIANLDERHPGWDRHGTAWFG 

AGGASRAIIQAVRDRGFKEIHWN 

RTVE RARE LAD RFGPRVQAHPAGALVEVMKGAGL 

FINTTSLGMDGEPAPQLDFSPLAA 

DAWTDI VYVP LKTP I LAQAEEQGFP I VDGLGML 

LHQAVPGFEKWFGQRPIVDAPLRA 

LIIADMEAH" 

/locus-tag="RL0 0 03" 

/inf erence=" protein 

motif :Pfam:PF01488 .5" 

/note="Pfam match to entry 

PF01488.5 Shikimate-DH" 

/locus-tag="RL0004" 

/locus-tag="RL0004" 

/inf erence="similar to 

sequence : UniProtKB : Q92TE9 " 

/inf erence="similar to 

sequence : UniProtKB : Q9 8DY2 " 

/note=" similarity: f asta; 

SWALL:COAE-RHILO ( SWALL : Q9 8DY2 ) ; 

Rhizobium loti; dephospho-coa 

kinase; coaE; length 197 aa; 192 

aa overlap; query 1-192 aa; 

subject 1-192 aa similarity : f asta; 

SWALL : COAE-RHIME ( SWALL : Q92TE9 ) ; 

Rhizobium meliloti; dephospho-coa 

kinase; coaE; length 19 4 aa; 192 

aa overlap; query 1-192 aa; 

subject 1-192 aa" 

/ codon-start=l 

/transl-table=ll 

/product= "putative dephospho-CoA 
kinase" 

/protein-id="CAK05492 .1" 

/db-xref="GI : 115254418" 

/ db-xref ="GOA: Q1MNF3 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNF3 " 

/ translation="MLKIGLTGSIGMGKSTAAKL 

FAD AG I P VN D S D AWH D L Y AGE AA 

PLVNAAFPGTMKDGAVDRRELGRQLALDPDGFKC 

LEAIVHPLVRKRETEFLKRQRATG 

ADMVL L D I P L L F E T G AE AR VD VWW S T D P Q I Q R 

QRVLAREGMTEEKFDMILSRQTPD 

AEKRRRADYLIDTSHSIATTRERVFEIVADLKTR 

IAKGDFRNA" 

/locus-tag="RL0004" 

/inf erence=" protein 

motif :Pfam:PF01121 . 8" 

/note="Pfam match to entry 

PF01121.8 CoaE" 

/locus-tag="RL0 0 05" 

/locus-tag="RL0 0 05" 

/inf erence="similar to 

sequence: INSDC : AL59 1 782 " 

/inf erence="similar to 

sequence : UniProtKB : P03 0 0 7 " 

/note="similarity : fasta; 

SWALL :DP3E-EC0LI ( SWALL : P03 0 0 7 ) ; 

Escherichia coli; DNA polymerase 



misc-feature 3388.. 3870 

gene complement ( 4172 .. 4654) 

CDS complement ( 4172 .. 4654) 



iii, epsilon chain; dnaQ; length 
243 aa; 244 aa overlap; query 
2-233 aa; subject 7-241 aa 
similarity : fasta; SWALL : Q92TE8 
(EMBL:AL591782) ; Rhizobium 
meliloti; probable DNA polymerase 
iii, epsilon chain protein; length 
242 aa; 240 aa overlap; query 
1-240 aa; subject 1-234 aa" 
/ codon-start=l 
/transl-table=ll 

/product="putative DNA polymerase 
subunit" 

/protein-id="CAK05493 .1" 

/db-xref="GI : 115254419" 

/ db-xref ="GOA: Q1MNF2 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNF2 " 

/ translation="MREI IFDTETTGLDNRADRI 

IEIGGIELFNHFPTGNTIHIFINP 

GDQKVHPDALAVHG I TDEFLKDKQPFAEVAEQ I L 

TFFGDAKWIAHNATFDMGFINAEF 

ARIGLPPILPERVLDTLSMARRKHPMGPNSLDAL 

CRRYGIDNSHRTKHGALLDSELLA 

EVYIEMIGGRQAALGLGMVGKSNQAARGEMGMED 

DWIAALLERPRPLAPRLSQTEEQ 

AHE. LD " 

/locus-tag="RL0 0 05" 

/ infer ence= "protein 

motif :Pf am: PFO 0929 .11" 

/note="Pfam match to entry 

PF00929.il Exonuc-X-T" 

/gene="secB" 

/locus-tag="RL0 0 06" 

/gene="secB" 

/locus-tag="RL0 0 06" 

/inf erence="similar to 

sequence: INSDC:AE0 089 75" 

/inf erence="similar to 

sequence : UniProtKB : P15 0 40" 

/note="similarity: fasta; 

SWALL:SECB-ECOLI ( SWALL : PI 5 0 4 0 ) ; 

Escherichia coli, Escherichia coli 

06, Escherichia coli 0157:H7, and 

Shigella flexneri; protein-export 

protein SecB; secB; length 155 aa; 

151 aa overlap; query 1-151 aa; 

subject 1-145 aa similarity : fasta; 

SWALL:Q8UJC2 (EMBL : AE0 0 8 9 75 ) ; 

Agrobacterium tumefaciens; 

protein-export protein; secB; 

length 16 0 aa; 16 0 aa overlap; 

query 1-160 aa; subject 1-160 aa" 

/ codon-start=l 

/transl-table=ll 

/product="putative SecB protein 
export protein" 
/protein-id="CAK05494. 1" 
/db-xref="GI : 115254420" 
/db-xref ="GOA: Q1MNF1 " 
/db-xref ="UniProtKB/TrEMBL : Q1MNF1 " 
/ translation="MADDNNSNGAANPTLSILAQ 
YTKDLSFENPGAPRSLQARDKAPT 



ININVNVNANPLSDTDFDWLSLNAEAKDGDKTV 
FHAELTYGGVFRVAGFPQEHMLPV 
LFIECPRMLFPFARQIIADVTRNGGFPPLMIDPI 
DF T QMF AQRVAE E Q AR AK VQ AVP N 
misc-f eature complement ( 4202 .. 4654) /gene="secB" 

/locus-tag="RL0 0 06" 
/inf erence=" protein 
motif :Pfam:PF02 556 .4" 
/note="Pfam match to entry 
PF02556.4 SecB" 
gene complement ( 4756 .. 5271) /locus-tag="RL0007" 

CDS complement (4756. .5271) /locus-tag="RL0007" 

/inf erence="similar to 
sequence :INSDC:AE0 0 79 43" 
/inf erence="similar to 
sequence : INSDC : ECUW93 " 
/note=" similarity : fast a; 
with=UniProt : FXSA-ECOLI 
(EMBL:ECUW93) ; Escherichia coli.; 
fxsA; FxsA protein (Suppressor of 
F exclusion of phage T7).; 
length=158; id 36.364; 132 aa 
overlap; query 4-132; subject 
1-129 similarity : fasta; 
with=UniProt : Q8UJC1 
(EMBL:AE007943) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; fxsA; Hypothetical 
protein fxsA (AGR-C-llp) . ; 
length=178; id 48.521; 169 aa 
overlap; query 4-167; subject 
1-169" 

/codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 

FxsA-family protein" 

/protein-id="CAK05 495. 1" 

/db-xref="GI : 115254421" 

/ db-xref ="GOA: Q1MNF0 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNF0 " 

/ translation="MTDMRFSILPAFILLLPFAE 

IAGFVWGQAIGLWLTLVLVMLGF 

VLGWLLRRQGIGILRRMSSEGRNGVMPGRDLLR 

PAMNVIASLLLI IPGFLTDI IAIL 

ILIPPVRDLVWRAIAKRFVWNAKGGSSSGPQPD 

FRDRKPNSKWDLEEEDYHREPDR 

NSPWSGRHLGD " 

misc-feature complement ( 4879 .. 5244) /locus-tag="RL0007" 

/inf erence=" protein 
motif :Pfam:PF0 4186 .2" 
/note="Pfam match to entry 
PF04186.2 FxsA" 
misc-feature complement ( join ( 4957 .. 5 /locus-tag="RL0007" 
025,5116. .5184, 
5194. .5253) ) 

/ inf erence="protein 
motif :TMHMM:2 . 0" 
/note="3 probable transmembrane 
helices predicted at aa 7-26, 
30-52 and 83-105" 
gene 5394.. 6098 /locus-tag="RL0008" 

CDS 5394.. 6098 /locus-tag="RL0008" 



misc-f eature 5646.. 6086 

gene 6091. .7209 

CDS 6091. .7209 



/inf erence="similar to 
sequence: INSDC:AL59 1782" 
/ note=" similarity : fast a; 
SWALL:Q92TE6 ( EMBL : AL 5917 82) ; 
Rhizobium meliloti; putative 
translocase transmembrane protein; 
length 233 aa; 234 aa overlap; 
query 1-233 aa; subject 1-233 aa" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05496 .1" 
/db-xref ="GI : 115254422" 
/ db-xref ="GOA: Q1MNE9 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNE9 " 
/ translation="MSSNDFITLFFLVAAVLIFF 
QLRSVLGRRTGNEKPPRDLYTPRD 
AAPAEAADAGKWTLPRRDATTEDEDRFAAIDAF 
AAPGTPLNE S L RALNKADP AF S PK 
EFLNGARMAYEMIVMAYADGDRKTLKNLLSREVY 
DGFDAAIGEREARGEKVKSTFVGI 
DKAEITHAETKGSEAQITVRIASQLISATYDKAD 
VLIEGDAENVAEVNDVWTFARDTR 
SRDPNWKLVATESEHE" 
/locus-tag="RL0008" 
/ inf erence="protein 
motif :Pfam:PF04280 .4" 
/note="Pfam match to entry 
PF04280.4 Tim44" 
/gene="mltA" 
/locus-tag="RL0 0 09" 
/gene="mltA" 
/locus-tag="RL0009" 
/inf erence="similar to 
sequence: INSDC:AL59 1782" 
/inf erence="similar to 
sequence : UniProtKB : P46 8 85" 
/note="similarity : f asta; 
SWALL :MLTA-ECOLI ( SWALL : P46 8 85 ) ; 
Escherichia coli, and Escherichia 
coli 0157 :H7; membrane-bound lytic 
murein transglycosylase a 
precursor; mltA; length 365 aa; 
282 aa overlap; query 92-369 aa; 
subject 112-360 aa 
similarity : f asta; SWALL : Q92TE5 
(EMBL:AL591782) ; Rhizobium 
meliloti; putative lytic murein 
transglycosylase a protein; length 
372 aa; 365 aa overlap; query 
8-371 aa; subject 3-365 aa" 
/ codon-start=l 
/transl-table=ll 

/product=" putative membrane-bound 
lytic murein transglycosylase a 
precursor" 

/protein-id="CAK05497 . 1" 

/db-xref="GI : 115254423" 

/db-xref ="GOA: Q1MNE8 " 

/db-xref ="UniProtKB/TrEMBL : Q1MNE8 " 

/ translation="MSDHASDFVLQAISFDTLEG 



misc-feature 6310.. 6936 



misc-feature 6946.. 7179 



7209 . . 7775 
7209 . . 7775 



misc-feature 7500.. 7751 



7772 . .8149 
7772 . .8149 



WKDDDPSGLFEVMRSCRRQITDVK 

PYRTGSLGLSSEDLLPLLAAAEDFTPSSPASARA 

FFETHCRPFLIRRNDGNSGFVTAF 

YEPDIDVSERPDEIFRFPFYRRPDDLIDLDDANR 

PAGLDKAYAFGRLHEGHVTAYPDR 

RAIDQGFLEGRGLEIAWAKSKVDVFFVHVQGAAR 

LRYQDGRIGRITYAAKAGHAFSAI 

GKLLIERGEIDRAEISMQAIRAWLARNPERVDEV 

LWHNRSYIFFRDAPVADPQAGPIA 

AAKVPLLAGRSLAVDRTIHTFGFPFFIRAESLTH 

LDQGRPFRRLMLALDTGSAIVGPA 

RGDIFTGSGDIAGESAGTVRNQADFVILIPNAAA 

GRFD" 

/gene="mltA" 
/locus-tag="RL0 0 09" 
/ inf erence="protein 
motif :Pfam:PF03562 .4" 
/note="Pfam match to entry 
PF03562.4 MltA" 
/gene="mltA" 
/locus-tag="RL0 0 09" 
/inf erence=" protein 
motif :Pfam:PF06725.1" 
/note="Pfam match to entry 
PF06725.1 3D" 
/locus-tag="RL0010" 
/locus-tag="RL0010" 
/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt:Q92KV6 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMC02784.; length=188; id 62.766; 
188 aa overlap; query 1-185; 
subject 1-185" 
/codon-start=l 
/transl-table=ll 
/product="putative Smr domain 
protein" 

/protein-id="CAK05498 . 1" 

/db-xref="GI : 115254424" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNE7 " 

/ translation="MARDRKLSADERILWGKVAR 

S TRPMPGKAGAL TE L DAF L AE AE A 

AAEREQEKRTPATPTPLQPTAPSMAKPSAGVHHP 

LEKPVKRKIAKGRLALEARIDLHG 

LVQSEAHTILLDFLIRAHERSMRHVLVITGKGSS 

MG S DGALKRAVP LWFSKPEFRYLI 

S S YESAAQHHGGEGAL Y I RL SRRHGERP " 

/locus-tag="RL0010" 

/ inf erence="protein 

motif :Pfam:PF01713 .8" 

/note="Pfam match to entry 

PF01713.8 Smr" 

/locus-tag="RL0011" 

/locus-tag="RL0011" 

/inf erence="similar to 

sequence: INSDC:AE0 0 89 75" 

/ note=" similarity : fast a; 

SWALL:Q8UJB7 (EMBL : AE0 0 8 9 75 ) ; 



misc-feature 7793.. 7960 

gene 8285. .10720 

CDS 8285. .10720 



Agrobacterium tumef aciens ; 
transcriptional regulator; length 
121 aa; 121 aa overlap; query 
1-121 aa; subject 1-121 aa" 
/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="CAK05499 .1" 
/db-xref="GI : 115254425" 
/db-xref ="GOA : Q1MNE6 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNE6 " 
/ translation="MTPFGEAVRRLRARKGVSQK 
EMAEALNVSPAYLSALEHGKRGLP 
TFDLLQRIAGYFNIIWDEAEELFLLARSSDPRW 
IDTSGLPPEYTEFANRLARRIRNL 
DSAEIGRLSALLENGGKGDGKAS " 
/locus-tag="RL0011" 
/ in f erence= "protein 
motif :Pfam:PF01381.9" 
/note="Pfam match to entry 
PF01381.9 HTH-3 " 
/gene="gyrB" 
/locus-tag="RL0 012" 
/gene="gyrB" 
/locus-tag="RL0 012" 
/inf erence="similar to 
sequence: INSDC:AE0 0 79 43" 
/inf erence="similar to 
sequence : INSDC : CEK132C8R" 
/note="similarity : f asta; 
with=UniProt:GYRB-ECOLI 
(EMBL:CEK132C8R) ; Shigella 
flexneri.; gyrB; DNA gyrase 
subunit B (EC 5.99.1.3) . ; 
length=EC 5.99.1 ( 803; id 58.612; 
807 aa overlap; query 12-811; 
subject 1-803 similarity : f asta; 
with=UniProt : Q8UJB6 
(EMBL:AE007943) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; gyrB; DNA gyrase subunit 
B (AGR-C-19p) . ; length=AGR-C-19p; 
id 86.190; 811 aa overlap; query 
1-811; subject 6-816" 
/ codon-start=l 
/transl-table=ll 
/product="putative DNA gyrase 
subunit B" 

/protein-id="CAK05500 . 1" 

/db-xref="GI : 115254426" 

/ db-xref ="GOA: Q1MNE5 " 

/ db-xref ="UniPr ot KB/ TrEMBL : Q1MNE5 " 

/ translation="MSDTSATENGVSTEYGADSI 

KVLKGLDAVRKRPGMYIGDTDDGS 

GLHHMVYEWDNAI DEALAGHAD I VT VT LNP DG S 

VTVTDNGRG I P TD I HTGEGVS AAE 

VIMTQLHAGGKFDQNSYKVSGGLHGVGVSWNAL 

SVWLKLKIRRHDKIHEMSFTHGVA 

DAPLKVTGDAPNETGTEVSFMPSTDTFTMTEFDY 

GTLEHRLRELAFLNSGVRILLTDK 

RHSDIKQEELRYDGGLEAFVAYLDRAKKSLVDKP 



VAI HGEKDG I T VE VAMWWND S YHE 

NVLCFTNNIPQRDGGTHMAGFRAALTRQWSYAD 

SSGITKREKVTLQGEDCREGLTAV 

LSVKVPDPKFSSQTKDKLVSSEVRPWESLVNEA 

LNTWFEEHP SE AK I L VGKWE AAA 

ARE AARKARE L T RRKG AL DIASLPGKLADCSERD 

PTKSEVFLVEGDSAGGSAKQGRSR 

ENQAILPLRGKILNVERARFDKMLSSQEIGTLIT 

ALGTGIGKDEFNVEKLRYHKI I IM 

TDADVDGAHIRTLLLTFFFRQMPQLIERGHLYIA 

QPPLYKVSRGKSVQYLKDEKALEE 

YLISQGLEDASLRLGSGEVRAGQDLREVILDALR 

MRALLDNLHSRYNRSAVEQAAIAG 

ALNAE LAS DP ARAL AL ANE VAGRL D I IAEETERG 

WRGDVTTDGGLRLERMVRGVRELV 

VLDMALIGSSDARHIDQLTARLKEIYQTPPSLHR 

REGDIEISGPRALLDAIFASGRKG 

LTMQRYKGLGEMNAEQLWETTLDPNVRSLLQVRV 

NDATDADGLFARLMGDEVEPRREF 

IQDNALSVANLDI " 

misc-feature 8405.. 8839 /gene="gyrB" 

/locus-tag="RL0 012" 
/ infer ence= "protein 
motif :Pfam:PF02518.9" 
/note="Pfam match to entry 
PF02518.9 HATPase-c" 

misc-feature 8981.. 9493 /gene="gyrB" 

/locus-tag="RL0 012" 
/ inf erence="protein 
motif :Pfam:PF0 02 0 4.9" 
/note="Pfam match to entry 
PF00204.9 DNA-gyraseB" 

misc-feature 9662.. 9910 /gene="gyrB" 

/locus-tag="RL0 012" 
/inf erence= "protein 
motif :Pfam:PF0 1751 .7" 
/note="Pfam match to entry 
PF01751.7 Toprim" 

misc-feature 10487.. 10684 /gene="gyrB" 

/locus-tag="RL0 012" 
/inf erence=" protein 
motif :Pfam:PF0 09 86 .8" 
/note="Pfam match to entry 
PF00986.8 DNA-gyraseB-C" 

gene complement ( 10828 .. 11427 /locus-tag="RL0013" 

) 

CDS complement (10828. .11427 /locus-tag="RL0013" 

) 

/inf erence="similar to 
sequence: INSDC : AE007944" 
/note="similarity : fasta; 
with=UniProt : Q8UJB5 
(EMBL:AE007944) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; NAD (P) H-f lavin 
oxidoreductase (AGR-C-21p) . ; 
length=P; id 6 0.204; 196 aa 
overlap; query 1-196; subject 
1-195" 

/ codon-start=l 
/transl-table=ll 

/product=" putative oxidoreductase" 



/protein-id="CAK05501 . 1" 

/db-xref="GI : 115254427" 

/ db-xref ="GOA: Q1MNE4 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNE4 " 

/ translation="MTKSNHRESDYPIDPMFLDR 

WSPRAFTGEIIEEAQLLGLLDAAH 

WAPSSANHQPWRFIYGLKGSEHWEIFVALLNDSN 

QE WARNAS AL I F WS RAF T GAAG S 

TEEKPSYTHSFDAGAAWGHLAIQARLSGLYAHGM 

GG I KHEE I RQAFAI PEGYRVE AGV 

AIGRLADKSVLSERNQAREFPSQRKPLSEVAFNG 

RF VAN " 

misc-feature complement ( 10936 .. 11379 /locus-tag="RL0013" 
) 

/inf erence=" protein 
motif :Pfam:PF00881 . 10" 
/note="Pfam match to entry 
PF00881.10 Nitroreductase" 
gene complement ( 11473 .. 11769 /locus-tag="RL0014" 

) 

CDS complement ( 11473 .. 11769 /locus-tag="RL0014" 

) 

/inf erence="similar to 
sequence: INSDC:AP0 0299 4" 
/note=" similarity : fast a; 
SWALL:Q98NF3 (EMBL : APO 02 99 4 ) ; 
Rhizobium loti; msl0164 protein; 
length 97 aa; 92 aa overlap; query 
5-96 aa; subject 1-92 aa" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05502 .1" 
/db-xref="GI : 115254428" 
/db-xref ="UniProtKB/TrEMBL : Q1MNE3 " 
/ translation="MEFEMHLSKAWRTEHASRY 
LQQLCKHWSHKFSVDFDPLKGRVP 
FSETAEVTFAADDAALTMTLSVADSSQQERMQHV 
IDDHLKRFAFREELDIVWTN" 
gene 11922.. 12887 /locus-tag="RL0015" 

CDS 11922.. 12887 /locus-tag="RL0015" 

/inf erence="similar to 
sequence: INSDC : SSD9 1 7 " 
/ note=" similarity : fast a; 
with=UniProt:P74752 (EMBL : SSD9 1 7 ) ; 
Synechocystis sp. (strain PCC 
6803).; Slr0605 protein.; 
length=319; id 56.013; 316 aa 
overlap; query 1-315; subject 
1-314" 

/codon-start=l 

/transl-table=ll 

/product=" putative 

glutathione-S-transf erase" 

/protein-id="CAK05503 .1" 

/db-xref="GI : 115254429" 

/db-xref ="GOA: Q1MNE2 " 

/db-xref ="UniProtKB/TrEMBL : Q1MNE2 " 

/translation=" MRML VNGKWTE DWQP VQAKD 

EKGGFVRQT S S FRNWVTPDG S AGP 

TGEAGFAASAGRYHLYVAYICPWASRTLIGRKLK 



misc-feature 12531.. 12767 



gene 13031.. 13873 

CDS 13031. .13873 



misc-feature 13286.. 13783 



14079. .15356 
14079. .15356 



GLEDIISVSWEPLLGKQGWRFGD 
YPGATEDHVNGVTYMHEIYTRAAPDFTGRATVPI 
LWDKQKTT I VNNE SAD I LRMLNS G 
FGGLAKNPIDLYPAVRCTEIEAFNDRIYPDLNNG 
VYRAGFATTQIAYEEAFADVFACL 
DWVEQQFEGRTFLFADHPTE S D I RLFVTLVRF DV 
AYHGIFKCNLRRLSDYANLRAFCR 
RMLDWPGIGETVNLDHIKRGYYSIESLNPTKI IP 
SGPDLAEIFRA" 
/locus-tag="RL0 015" 
/ inf erence="protein 
motif :Pfam:PF00043 .11" 
/note="Pfam match to entry 
PF00043.il GST-C" 
/locus-tag="RL0 016" 
/locus-tag="RL0 016" 
/inf erence="similar to 
sequence: INSDC : AE007944" 
/inf erence="similar to 
sequence: INSDC :AF1693 02" 
/note="similarity : f asta; 
with=UniProt : Q8VUC7 
(EMBL:AF169302) ; Burkholderia 
cepacia (Pseudomonas cepacia).; 
DntG.; length=281; id 38.267; 277 
aa overlap; query 5-279; subject 
13-279 similarity : f asta; 
with=UniProt : Q8UJB4 
(EMBL:AE007944) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970) . ; hpcE; 

2-hydroxyhepta-2 , 4-diene-l, 7-dioat 
e isomerase (AGR-C-22p) . ; 
length=280; id 87.097; 279 aa 
overlap; query 1-279; subject 
1-279" 

/codon-start=l 
/transl-table=ll 

/product="putative FAA hydrolase 

family protein" 

/protein-id="CAK05504. 1" 

/db-xref="GI : 115254430" 

/ db-xref ="GOA: Q1MNE1 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNE1 " 

/ translation="MKLMRVGEAGSEKPALLDAD 

GKIRDLSGHVADIGGEAIGPAGLA 

KIAAIDPKSLPELVPGRIGACVAGTGKFICIGLN 

YSDHAAETGATVPPEPI IFMKATS 

AIVGPNDNVI IPRGSEKTDWEVELGWIGKTAKY 

VTEAEALDYVAGYCVSNDVSERAF 

QTERSGQWTKGKSCDTFGPIGPWLVTKDEIPEPQ 

NLGMWLTVNGQKMQNGSSKTMVYG 

VAFLVSYLSQFMSLHPGDVISTGTPPGVGMGLKP 

PRYLKSGDWELGIEGLGTQKQTF VADR" 

/locus-tag="RL0 016" 

/inf erence=" protein 

motif :Pfam:PF01557. 8" 

/note="Pfam match to entry 

PF01557.8 FAA-hydrolase" 

/locus-tag="RL0017" 

/locus-tag="RL0017" 

/inf erence="similar to 



sequence: INSDC:AF474374" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note=" similarity : fast a; 
with=UniProt :Q71KW6 
(EMBL:AF474374) ; Azospirillum 
brasilense.; phaZ; PHB 
depolymerase . ; length=603; id 
57.471; 348 aa overlap; query 
61-406; subject 257-602 
similarity: fasta; 
with=UniProt :Q92TD3 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02770.; length=424; id 76.000; 
425 aa overlap; query 1-424; 
subject 1-423 Codons 60 to the 
C-terminus are similar to codons 
255 to the C-terminus of 
Azospirillum brasilense PHB 
depolymerase phaZ UniProt : Q92TD3 
(EMBL:SME591782) (603 aa) , and 
entire protein is similar to 
Rhizobium meliloti (Sinorhizobium 
meliloti) Hypothetical protein 
SMc02770 UniProt:Q92TD3 
(EMBL:SME591782) (424 aa) " 
/codon-start=l 
/transl-table=ll 
/product="putative PHB 
depolymerase" 
/protein-id="CAK05505. 1" 
/db-xref="GI : 115254431" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNE0 " 
/ translation="MFYQLYELNHAAMAPFRAAA 
D I MRF A Y AN P L N P F S H T P F GRT MA 
ASLEMFERTTRRYGKPEFGLKQTTIGDKTVSVRE 
EWWSRPFCNLLHFARNAPAARGN 
DPRILIVAPMSGHYATLLRGTVEALLPSADIYIT 
DWIDARMVPMTEGTFDFDDYIDYV 
IEMLHFLGHDTHWAVCQPSVPVLAAAAVMEEAR 
DPLSPASMTLMGGPIDTRINPTAV 
NKLAQERSLQWFSDNVIMNVPWPQPGFVRPVYPG 
FLQLSGFMSMNLDRHLVAHKEFFM 
HLVKNDGEPERHRDFYDEYLAVMDLTAEFYLQTV 
EEVFIKHSLPKGELMHRGKRVDPT 
AIRNVALLTVEGENDDISGVGQTMAAQTICVNIP 
EDMRMHYLQPDVGHYGVFNGSRFR 
REIAPRIIDFVRQHSRSAVKPQIPRVIKGGRTG" 
misc-feature 14694.. 15299 /locus-tag="RL0017" 

/ inf erence="protein 
motif : Pf am: PF06 850 .1" 
/note="Pfam match to entry 
PF06850.1 PHB-depo-C" 
gene 15502.. 15936 /locus-tag="RL0018" 

CDS 15502.. 15936 /locus-tag="RL0018" 

/inf erence="similar to 
sequence: INSDC:AL59 1782" 
/note="similarity : fasta; 
SWALL:Q92TD2 (EMBL : AL59 1 782 ) ; 
Rhizobium meliloti; conserved 



misc-f eature 15544.. 15612 



16044. .16802 
16044. .16802 



misc-feature 16131.. 16778 



gene 16969.. 17637 

CDS 16969. .17637 



hypothetical transmembrane 

protein; length 141 aa; 143 aa 

overlap; query 1-143 aa; subject 

1-140 aa" 

/ codon-start=l 

/transl-table=ll 

/product=" putative transmembrane 
protein" 

/protein-id="CAK05506 .1" 

/db-xref="GI : 115254432" 

/ db-xref ="GOA: Q1MND9 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MND9 " 

/ translation="MNQSALLRPDWTPATIALMI 

LGFMVFWPLGLAMLAYI IFGDRLR 

GFKRDVNEATDGFFASCRRPHGRHRPHFSTGNVA 

FDDWRKAELDRMEEERRKLDEMRE 

EFDSYLRELRRAKDQEEFDRFMRDRRNAKRDDNG 

PVAEYQTP" 

/locus-tag="RL0018" 
/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 15-37" 
/locus-tag="RL0 019" 
/locus-tag="RL0 019" 
/inf erence="similar to 
sequence: INSDC:HS36 0250" 
/note="similarity : f asta; 
with=UniProt : Q8UJB2 
(EMBL:HS360250) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0016 (AGR-C-25p) . ; length=AGR-C 
( 255; id 68.482; 257 aa overlap; 
query 1-252; subject 1-255" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05507 . 1" 

/db-xref ="GI : 115254433" 

/db-xref ="UniProtKB/TrEMBL : Q1MND8 " 

/ translation="MFSLLKTRSKARKPAPPEMR 

TLDVAGRLMPLTIKQHDRATRITL 

RIEPGGRALKMTVPKGLAAREVNAFLDRHQGWLL 

TKLAKFSTDTGLRDGGEILLRGVS 

HRIQHSGSLRGLTEAVSIDGRPVLRVSGMPEHVG 

RRIAAFLKKEARADLARLATMHAA 

TIRAPIRSISMKDTRSRWGSCSSEGNLSFSWRIV 

MAPPSVIDYLAAHEVAHLKEMNHG 

PHFWALCRKLCPGMEEAKSWLKRHGSQLHAIDFD 

/locus-tag="RL0 019" 
/inf erence=" protein 
motif :Pfam:PF01863 .6" 
/note="Pfam match to entry 
PF01863.6 DUF45 " 
/locus-tag="RL0 02 0" 
/locus-tag="RL0 02 0" 
/inf erence="similar to 
sequence : UniProtKB : Q8UJB1 " 
/inf erence="similar to 



misc-feature 16981.. 17595 

gene 17640. .18860 

CDS 17640. .18860 



sequence : UniProtKB : Q9X4E3 " 

/note="similarity : fasta; 

SWALL : TRPF-RHOSH ( SWALL : Q9X4E3 ) ; 

Rhodobacter sphaeroides; 

n- (5 ' -phosphor ibosyl ) ant hr anil ate ; 

trpF; length 212 aa; 2 06 aa 

overlap; query 5-209 aa; subject 

6- 210 aa similarity : fasta; 
SWALL : TRPF-AGRT5 ( SWALL : Q8UJB1 ) ; 
Agrobacterium tumef aciens ; 

n- (5 ' -phosphor ibosyl ) ant hr anil ate ; 

trpF; length 22 0 aa; 210 aa 

overlap; query 1-210 aa; subject 

1-210 aa" 

/ codon-start=l 

/transl-table=ll 

/product= "putative 

N- ( 5 ' -phosphor ibosyl ) ant hr anil ate" 

/protein-id="CAK05508 . 1" 

/db-xref="GI : 115254434" 

/ db-xref ="GOA: Q1MND7 " 

/ db-xref =" UniProtKB/ TrEMBL : Q1MND7 " 

/ translation="MRPDIKICGLKTPEAVDRAL 

KRGATHIGFIFFEKSPRYIEPDLA 

AKLAEPARGKAKIVAVWDPTNDELDEIVSLLKP 

DMLQLHGNESPEHVLTIKALYGLP 

VMKVF S VRT AD DLKRVE AY IGIADRFLF DAKAP K 

GSELPGGNGISFDWSLLSWLDGSV 

DYML SGGLNKDNVAEALFVTKAPG IDVSS GVE T A 

P GVK S VAK I D E F F DAVE KAN AP MM ASGS" 

/locus-tag="RL0 02 0" 

/inf erence= "protein 

motif :Pfam:PF00697. 10" 

/note="Pfam match to entry 

PF00697.10 PRAI" 

/gene="trpB" 

/locus-tag="RL0 021" 

/gene="trpB" 

/locus-tag="RL0 021" 

/EC-number = " 4.2.1.20" 

/inf erence="similar to 

sequence: UniProtKB :P56929" 

/inf erence="similar to 

sequence : UniProtKB : Q9X4E5 " 

/ note=" similarity : fasta; 

SWALL : TRPB-RHOSH ( SWALL : Q9X4E5 ) ; 

Rhodobacter sphaeroides; 

tryptophan synthase beta chain; 

trpB; length 409 aa; 401 aa 

overlap; query 8-406 aa; subject 

7- 407 aa similarity : fasta; 
SWALL :TRPB-RHIET ( SWALL : P56 9 2 9 ) ; 
Rhizobium etli; tryptophan 
synthase beta chain; trpB; length 
406 aa; 406 aa overlap; query 
1-406 aa; subject 1-406 aa" 
/codon-start=l 
/transl-table=ll 
/product="putative tryptophan 
synthase beta chain" 
/protein-id="CAK05509 .1" 
/db-xref="GI : 115254435" 



/ db-xref ="GOA: Q1MND6 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MND6 " 

/ trans lation="MNETPKPNSFRSGPDEDGRF 

G I YGGRF VAE T LMP L I L D L Q DE WN 

RAKNDPAFQAELKHLGAHYIGRPSPLYFAERLTA 

ELGGAKIYFKREELNHTGSHKINN 

CIGQILLAKRMGKTRI IAETGAGQHGVASATVAA 

RFGLPCWYMGATDVERQAPNVFR 

MKLLGAEVKPVTAGSGTLKDAMNEALRDWVTNVE 

DTYYLIGTAAGPHPYPEMVRDFQS 

VIGIEAKEQMLAAEGRLPDLVIAAVGGGSNAIGI 

FHPFLDDPSVKIVGVEAGGKGLQG 

DEHCASITAGSPGVLHGNRTYLLQDSDGQIKEGH 

SISAGLDYPGIGPEHSWLNDTGRV 

DYVPIMDHEALEAFQTLTRLEGI IPALEPSHAIA 

EVIKRAPTMGKDEI ILMNLSGRGD 

KDIFTVGKILGMGL" 

misc-feature 17820.. 18809 /gene="trpB" 

/locus-tag="RL0 021" 
/inf erence=" protein 
motif :Pfam:PF00291 . 10" 
/note="Pfam match to entry 
PF00291.10 PALP" 

gene 18864.. 19703 /gene="trpA" 

/locus-tag="RL0 022" 

CDS 18864.. 19703 /gene="trpA" 

/locus-tag="RL0 022" 
/inf erence="similar to 
sequence: INSDC:AE0 0 79 44" 
/inf erence="similar to 
sequence: INSDC:AF10 709 4" 
/note="similarity : f asta; 
with=UniProt : TRPA-RHOSH 
(EMBL:AF107094) ; Rhodobacter 
sphaeroides (Rhodopseudomonas 
sphaeroides ) . ; trpA; Tryptophan 
synthase alpha chain (EC 
4.2.1.20).; length=263; id 62.214; 
262 aa overlap; query 4-265; 
subject 3-259 similarity : f asta; 
with=UniProt : TRPA-AGRT5 
(EMBL:AE007944) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; trpA; Tryptophan synthase 
alpha chain (EC 4.2.1.2 0).; 
length=279; id 84.229; 279 aa 
overlap; query 1-279; subject 
1-279; putative tryptophan 
synthase, alpha subunit" 
/codon-start=l 
/transl-table=ll 
/product="Tryptophan synthase 
alpha chain . " 
/protein-id="CAK05510 . 1" 
/db-xref="GI : 115254436" 
/db-xref ="GOA: Q1MND5 " 
/ db-xref ="UniPr ot KB/ TrEMBL : Q1MND5 " 
/ trans lation="MTARMDKRFAELKAEGRPAL 
VTYFMGGDPDYDTSLGIMKALPEA 
GSDIIELGMPFSDPMADGPAIQLAGQRALKGGQT 
LKKTLQLAADFRKTNDATP IVMMG 
YYNPIYIYGVEKFLDDALLAGIDGLIWDLPPEM 



DDELCIPAIRKGINFIRLATPTTD 
EKRLPKVLKNTSGFVYYVSMNGITGSALPDPSLV 
SGAVERIKQHTKLPVCVGFGVKTA 
EHAKVIGGSADGWVGTAIVNQVATSLTHDGKAT 
ADTVQAVATLVRGLSTGTRSARLV AAE " 

misc-feature 18888.. 19676 /gene="trpA" 

/locus-tag="RL0 022" 
/ inf erence="protein 
motif :Pfam:PF00290 . 9" 
/note="Pfam match to entry 
PF00290.9 Trp-syntA" 

gene 19845.. 20750 /locus-tag="RL0023" 

CDS 19845.. 20750 /locus-tag="RL0023" 

/inf erence="similar to 
sequence: INSDC:HS02 82 44" 
/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt : ACCD-ECOLI 
(EMBL:HS028244) ; Escherichia coli 
0157 :H7.; accD; Acetyl-coenzyme A 
carboxylase carboxyl transferase 
subunit beta (EC 6.4.1.2) (ACCase 
beta chain).; length=3 0 4; id 
46.831; 284 aa overlap; query 
1-283; subject 1-281 
similarity : fasta; 
with=UniProt :Q92TC7 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; PROBABLE 
ACETYL-COENZYME A CARBOXYLASE 
CARBOXYL TRANSFERASE SUBUNIT BETA 
PROTEIN (EC 6.4.1.2).; length=304; 
id 85.526; 304 aa overlap; query 
1-301; subject 1-304; putative 
acetyl-coenzyme A carboxylase 
carboxyl transferase subunit" 
/codon-start=l 
/transl-table=ll 
/product="Acetyl-coenzyme A 
carboxylase carboxyl transferase 
subunit beta (ACCase beta chain)." 
/protein-id="CAK05511 . 1" 
/db-xref="GI : 115254437" 
/ db-xref ="GOA: Q1MND4 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MND4 " 
/ translation="MNWITNYVRPRINSMLGRRE 
VPENLWIKCPETGEMVFHKDLEGN 
KWVIPASGYHMKMPAKARLADLFDNGEFESLPQP 
KVAQDPLKFRDSKKYSDRLRDSRL 
KTEQEDTILAGVGKVQGLKLVAWHEFNFIGGSL 
GMAAGEAIVKAFERATAEKCPLVM 
FPASGGARMQEGILSLMQLPRTTVAVDMLKESGQ 
P Y I WL TNPTT GGVT AS YAML GDI 
HLAEPGAEIGFAGKRVIEQTLREKLPEGFQTAEY 
LLEHGMVDMWKRHD I PET L ARL L 
KILTKKPVSAANDMNGGAIALAASA" 

misc-feature 20172.. 20372 /locus-tag="RL0023" 

/ inf erence="protein 
motif :Pfam:PF01039 .9" 
/note="Pfam match to entry 



gene 



CDS 



20778. .22130 



20778. .22130 



PF01039.9 Carboxyl-trans" 
/gene="f olC" 
/locus-tag="RL0 02 4" 
/gene="f olC" 



/locus-tag="RL0 02 4" 
/inf erence="similar to 
sequence: INSDC : ECD862 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : fasta; 
with=UniProt : FOLC-ECOLI 
(EMBL : ECD86 2 ) ; Escherichia coli.; 
folC; FolC bifunctional protein 
[Includes: Folylpolyglutamate 
synthase (EC 6.3.2.17) 
(Folylpoly-gamma-glutamate 
synthetase) (FPGS); Dihydrof olate 
synthase (EC 6.3.2.12)].; 
length=422; id 31.757; 444 aa 
overlap; query 1-442; subject 
2-411 similarity : fasta; 
with=UniProt :Q92TC6 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PROBABLE FOLC 
BIFUNCTIONAL PROTEIN INCLUDES: 
FOLYLPOLYGLUTAMATE SYNTHASE AND 
DIHYDROFOLATE SYNTHASE (EC 
6.3.2.17) (EC 6.3.2.12) . ; 
length=447; id 75.901; 444 aa 
overlap; query 7-450; subject 
4-447" 

/codon-start=l 
/transl-table=ll 
/product="putative FolC 
bifunctional protein [Includes: 
Folylpolyglutamate synthase (EC 
6.3.2.17) 

(Folylpoly-gamma-glutamate 
synthetase) (FPGS); Dihydrof olate 
synthase] . " 

/protein-id="CAK05512 .1" 

/db-xref="GI : 115254438" 

/ db-xref ="GOA: Q1MND3 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MND3 " 

/ translation="MIPRGQTAVSEAAQEIDKLM 

GLHPKGFDLSLDRITRLLDVLGNP 

HRKLPPVIHVAGTNGKGSVTAFCRALLEAGGYSA 

HVHTSPHLVNWHERYRIGVKGGRG 

Q L VD D AVF AE AVRRVAD AN AG Q H I TVFE I LTAVT 

FILFSEHPADAAI IEVGLGGRFDA 

TNVISDPAVSVIMPISLDHQPYLGDRVELIAAEK 

AG IMKPGFPWI GHQE YDAAL DVL 

MSTAERLHCPSAVFGQDFMAHEEYGRLVYQDEFG 

LADLPLPRLPGRHQYANAAAAIRA 

VKAAGFTVTETMMEKAMSSVEWPGRLQRLSEGRL 

L S HAP AGAE I W I DGGHNPG AGE V I 

AEAMANFEERQSRPLFLI IGMINTKDPVGYFKAF 

AGLVEKVFCVP IRGSEAMI DPVI L 

SNAAYDAGLVAEPMSTVGDALEAIKAVADPEALP 

PRILVGGSLYLVGDVLADNGTPPK 



misc-f eature 



20877. .21641 



/gene="f olC" 



/locus-tag="RL0 02 4" 
/ inf erence="protein 
motif :Pfam:PF01225. 11" 
/note="Pfam match to entry 
PF01225.il Mur-ligase" 
ene complement ( 22203 .. 22523 /locus-tag="RL0025" 

) 

DS complement (22203 . .22523 /locus-tag="RL0025" 

) 

/inf erence="similar to 
sequence: INSDC : A35135" 
/inf erence="similar to 
sequence: INSDC :AE0 0 89 76" 
/note=" similarity : fast a; 
with=UniProt : THIO-RHOSH 
(EMBL:A3513 5) ; Rhodobacter 
sphaeroides (Rhodopseudomonas 
sphaeroides ) . ; trxA; Thioredoxin 
(TRX) . ; length=TRX; id 57.692; 104 
aa overlap; query 2-105; subject 
1-104 similarity : fasta; 
with=UniProt : Q8UJA6 
(EMBL:AE008976) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; trxA; Thioredoxin C-l.; 
length=133; id 91.509; 106 aa 
overlap; query 1-106; subject 
28-133 Similar to entire protein 
of Rhodobacter sphaeroides 
(Rhodopseudomonas sphaeroides) 
Thioredoxin (TRX) trxA (104 aa) , 
and similar, but truncated at the 
N-terminus, to Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970) Thioredoxin C-l trxA (133 
aa) " 

/codon-start=l 
/transl-table=ll 
/product= "putative thioredoxin" 
/protein-id="CAK05513 .1" 
/db-xref ="GI : 115254439" 
/ db-xref ="GOA: Q1MND2 " 
/db-xref ="UniProtKB/TrEMBL : Q1MND2 " 
/ translation="MATVKVDINNFQSEVLESAE 
P VWDF WAE WC GP C KM I AP S L E E I 
AVEMEGKVKVAKLN I DENPELAAQFGVRS I PT LA 
IFKGGEVADISVGAKPKTALSNWI SSAA" 
isc-feature complement ( 22206 .. 22520 /locus-tag="RL0025" 
) 

/ inf erence="protein 
motif :Pfam:PF00085 . 8" 
/note="Pfam match to entry 
PF00085.8 Thioredoxin" 
ene complement ( 22599 .. 26150 /locus-tag="RL0026" 

) 

DS complement (22599 . .26150 /locus-tag="RL0026" 

) 

/inf erence="similar to 
sequence: INSDC :AE0 0 89 77" 
/note="similarity : fasta; 
with=UniProt : Q8UJA5 
(EMBL:AE008977) ; Agrobacterium 



tumefaciens (strain C58/ATCC 

33970).; uvrD; ATP-dependant DNA 

helicase.; length=1185; id 62.203; 

1180 aa overlap; query 6-1183; 

subject 8-1185" 

/codon-start=l 

/transl-table=ll 

/product=" putative ATP-dependent 

UvrD family DNA helicase" 

/protein-id="CAK05514. 1" 

/db-xref="GI : 115254440" 

/ db-xref ="GOA: Q1MND1 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MND1 " 

/ translation="MSDVTALPNDDDPGAWIGWT 

TIQQAIASDPLRSAWVSANAGSGK 

THVLTQRVIRLLLSGARPSAILCLTYTKAAASEM 

SNRVFERLAEWWLDDEDLSRRIT 

QIEGMAPDGLKLAEARRLFAKALETPGGLKIQTI 

HAFCEALLHQFPLEANVAGHFSVL 

DDRAAVAL L S D ARRAL L T AT AP DE D S AL AE AF AY 

VLNLGDESGLENLLGDI VANRNAI 

RRFTAAAEQQGGVEMVLRKRLGLAVGDTEDRIEA 

QYWPLPELSGSVLELYLSLADQKG 

GAKAQEVAYGLRLAGRERDDARRAQFLEKIFLTV 

KGEPKADSQFFVKAMLAEAPQLAE 

AIAIARAHVAASRDRLKLMRMYGATHAALVLADR 

LNHDYEELKKQRSQLDFEDLITRT 

ADLLTKSGVGPWIHYKLDRG I DH I LVDEAQDT SP 

IQWSVIQSLAEDFFSGESARPIVR 

TLFAVGDEKQSIYSFQGARPERFSEESDRTRRRV 

SDSGQSFSSVRLPLSFRSTADVLE 

AVDHIFKTPENARGLSALGEPWHRSSRIGHPGA 

VDLWEMIAPEAWKEEDWTAPFDA 

TPESAPAAILARRIAHSIGTLVGRETIVDKGKER 

L I EAGDI L VL VRKRDAF VN AL T RA 

LKRRGD I P VAG ADRL VL T S H I AVQ D L L AL GRF L L 

LPEDDLSLAAVLKSPLFDLSEDDI 

FAIAALRGDllESFWSHLRSFAADGTELFRAAVER 

LELFLRQSRSLSVHDFYARVLGSY 

GGRRQFLARLGTEVSDILDEFLTFTLDHESSGLP 

GLQSFISTLELEAPVMKREQDKGR 

NE VR I MT VH AS KGLEAPIVFLVDGGS KAF T H T H L 

PKLRLIETRPDEPPMPVWVPVSDL 

ANSLTQDDAARIQMLAEEEYRRLLYVAMTRAADR 

LWCGYRGVRVNNDTWHMMI STAL 

HDDHPHVEATTFSGSDGEWPGIKWRVPRVERSFE 

RIDRSQERGSEETLPDGLLRPLPP 

QAELPRPLSPSGAGTI IDEDEGGLLWSPLFGEK 

EHSDRSLEKGRLIHRMLQALPEIP 

LAERPDAASRYAERAARFWPEVERRKLVDSVLKL 

LDEEGLQAVLGAQAQPEVS IMGTL 

TLEDRRYAVSGRI DRLAVLADRWI LDYKTNRVP 

PATEEAIPFAHRAQLAIYREILTP 

LYPDKLIDCMLVYTENASLYTLSEKALGLALAAV 

KTK" 

misc-feature complement ( 23925 .. 26096 /locus-tag="RL0026" 
) 

/inf erence=" protein 
motif :Pfam:PF0 0580 .8" 
/note="Pfam match to entry 
PF00580.8 UvrD-helicase" 
gene complement ( 26143 .. 29334 /locus-tag="RL0027" 



) 

CDS complement (26143 . .29334 /locus-tag="RL0027" 

) 

/inf erence="similar to 
sequence: INSDC:HS36 1251" 
/note=" similarity : fast a; 
with=UniProt : Q8UJA4 
(EMBL:HS361251) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0024 (AGR-C-40p) . ; length=1061 ; 
id 64.745; 1058 aa overlap; query 
8-1063; subject 9-1061" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05515.1" 
/db-xref="GI : 115254441" 
/ db-xref ="UniProtKB/TrEMBL : Q1MND0 " 
/ translation="MAERQQPRILTIPAGLPFLK 
MLATTLCDGRLTPLFRHEADDPLS 
LAKVTIYLPTRRAVRVLRSEFVDLLGGRSAILPV 
IRPLGETDDDSGYFDEVLPATIDL 
AQPLSNTARLLELARLILAWRNKLPEIVRHIHSD 
SPLVAPASPADAI WLARNLAEL I D 
S IETEDLDIvi EL, KLDTGDYAA QLTAEFLQIA 
SAFWPQRLSELGKSSPARHRNAIL 
RAEASRLSATKPAGPI I IAGSTGSVPATADL I AA 
VAHLPEGVIVLPGLDLSMPERHWQ 
MVAPEPAPGQHANPASRSHPQYGLSVLLKRLKLT 
RADVTLLDRPEADLERRAE ILSRA 
LAPAEAT S D WG AWKN DLPAGALTSAF S D I S L I E A 
ANEREEATAIAIALRLALERPGQD 
S E S RAAL I TP DRNL ARRVMAE L S RF G I L AD D S AG 
TPLSAMPQGTLLQLLLEAALRPGD 
PVAIVSLLKHPLARFGLERGALISATEALELLAL 
RGGVAEVD ISTLEPLLAHQLAEQA 
L DRHAPQWRKAL S P E AAD AAY DL ARRVAQ AT EPL 
ASALMRHRPEDRGRTTRFTLSEWA 
ERTGRSLEAVAVDPQGNLADLWSNEAGDALAALL 
GEVIDTDGQMEADGPQWIDIMAAL 
AAGHAVKPRALSHPRLFIFGTLEARLQSVDTLIL 
GGLNEGTWPGQTANNPFIPRMMKT 
EIGLEPPERRIGQLAHDFEMANGTRHLIYSRALR 
QGSTPTVASRWLQRLLALGGEAFE 
AELKGRGNRFLQWAAL I DRGEAQAPAQRP SPKPP 
LALQPKSYSFSEVGRLRRDPYAIY 
ARRILRLDPVDPFNRDPGAAERGTLYHKI IDRFI 
REAH I AGTPDAAAAMEHVL S E LF D 
MEKLPPHIDAVWRPRFRAVARAFLEWEAGRRHGI 
LKTLTEVRGGMELEPINIRLTGVA 
DRIDITGPHSADI IDYKTGYNPSPAQARVLLDPQ 
LALEAAAL S AGAFRDAGS L VPQE L 
LYVRLRPGSRFQVDTVNNESSARSDKAKSAMDLA 
AESIDQLVKFVGLLQSSERGFTSR 
LIPAQQFDFGGDYDHLARVSEWSTAETEESGDE" 
gene complement ( 29338 .. 30069 /locus-tag="RL0028" 

) 

CDS complement (29338 . .30069 /locus-tag="RL0028" 

) 

/inf erence="similar to 



sequence: INSDC :AF2 85636 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note=" similarity : fast a; 
with=UniProt :Q9AI35 
(EMBL:AF285636) ; Burkholderia 
mallei (Pseudomonas mallei).; 
wcbM; length=23 0; id 28.033; 239 
aa overlap; query 3-236; subject 
1-225 similarity : fasta; 
with=UniProt :Q92TC3 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; PUTATIVE NUCLEOTIDYL 
TRANSFERASE PROTEIN (EC 2.7.7.-).; 
length=243; id 72.500; 240 aa 
overlap; query 1-240; subject 
1-240" 

/codon-start=l 
/transl-table=ll 
/product= "putative 
nucleotidyltransferase protein" 
/protein-id="CAK05516 .1" 
/db-xref="GI : 115254442" 
/db-xref="GOA:QlMNC9" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNC9 " 
/ translation="MTIRQAMVLAAGLGTRMRPI 
TDTIPKPLVKIDGKPMIDYALDSL 
VAAGVERAWNVHHFADQMLDHLGKYHGLDIVIS 
DERDALMNSGGGLAKGLRLLNRDN 
IFVMNADLFWIGEQQGRPTNLQRLAGFFNAERMD 
MALLCVGIEDTTGHNGKNDFSLAA 
DGQLTRYRDDPSNPWYAGAIVMNPSLLDDAPKD 
AFNLNIYFDKAIARGRLFGMVLEG 
HWLTVGTPEAI GEAEET I RRLRAF A " 
misc-feature complement ( 29353 .. 30057 /locus-tag="RL0028" 
) 

/inf erence=" protein 
motif :Pfam:PF00483.9" 
/note="Pfam match to entry 
PF00483.9 NTP-transf erase" 
gene complement ( 30083 .. 31600 /locus-tag="RL0029" 

) 

CDS complement (30083 . .31600 /locus-tag="RL0029" 

) 

/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity: fasta; 
with=UniProt :Q92KV3 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02757.; length=504; id 64.113; 
496 aa overlap; query 10-505; 
subject 7-501" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05517. 1" 

/db-xref="GI : 115254443" 

/db-xref ="UniProtKB/TrEMBL : Q1MNC8 " 



/ translation="MTTGDAISLFLKDEAATIRL 
GEDLALALKAGDCLALSGDLGAGK 
SSLARAILRAMADDEGLEVPSPTFTLVQSYDLRI 
AVSHFDLYRLGDPAELTELGFDEA 
LQNGICLVEWPEMAQSELPAERIALTLAHEGSGR 
RAT I E AAG AQN T R I RRVL A I R D F L 
DTAGYPAAKRRFLTGDASLRAYEAIYPKAENQRI 
ILMDWPPLAEGPPVLDGKPYPKVA 
HLAENAYPFVAIADALRKDGFAAPEVYKVDYNKG 
ILLIEDLGSEGVLDAHGQPVIERY 
RE S VACLARLHALKFPQH I P VGKRHVHH I P DF DR 
TAMKMEVRLVL DWHLPWKRQGAP A 
TEVERTEYLAIWDALIDELATAEKNLLLRDFHSP 
NIIWRERESGIRKIGLIDFQDAMI 
GPTAYDLAS I VQDARVT I EPGLFRQLMDDYLGLR 
RAQGSFDEDGFMRAWAIMSAQRNC 
KLAGLWVRLLQRDGKPGYLKHMPRTLSYLNVALE 
HETLAPLRDWCTRAGIGQSES " 
misc-feature complement ( 31184 .. 31552 /locus-tag="RL0029" 
) 

/ inf erence="protein 
motif :Pfam:PF02367.5" 
/note="Pfam match to entry 
PF02367.5 UPF0079" 
gene complement ( 31597 .. 34182 /locus-tag="RL0030" 

) 

CDS complement (31597. .34182 /locus-tag="RL0030" 

) 

/inf erence="similar to 
sequence: INSDC : B8 76 8 1 " 
/inf erence="similar to 
sequence: INSDC :C9 7362" 
/note="similarity : f asta; 
with=UniProt : DIVL-CAUCR 
(EMBL:B87681) ; Caulobacter 
crescentus . ; divL; Sensor protein 
divL (EC 2.7.3.-).; length=769; id 
31.950; 795 aa overlap; query 
81-861; subject 2-766 
similarity : fast a; 

with=UniProt:Q8UJAl (EMBL : C9 736 2 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Two component 
sensor kinase (AGR-C-44p) . ; 
length=881; id 70.905; 818 aa 
overlap; query 46-861; subject 
67-881 Similar, but truncated at 
the N-terminus, to Caulobacter 
crescentus Sensor protein divL 
(769 aa) , and entire protein is 
similar to Agrobacterium 
tumefaciens (strain C58/ATCC 
33970) Two component sensor kinase 
(AGR-C-44p) (881 aa) " 
/codon-start=l 
/transl-table=ll 

/product= "putative two-component 
sensor histidine kinase 
transcriptional regulatory 
protein" 

/protein-id="CAK05518 . 1" 
/db-xref="GI : 115254444" 



/db-xref="G0A:QlMNC7" 
/db-xref="UniProtKB/TrEMBL:QlMNC7" 
/ trans lation="MSELKSSLPGQADDGARADR 
RPLMAGQGYKSATAHEAAKQEHGP 
L ARF L K S CAAG T AL AT L ARP ALAQAE Q Q AAAT AH 
LFTSSQWGVSWIGVISAALLST 
LWLVRQRGNLENE SRE I RS AL S DAQQR I S Q YQ AL 
IADKNRRIVIWDGNARPELLGQLP 
PETGAPQDGEFLAFGLWLKSRSASELEKAIDRLR 
DEAQSFDMWETIRDEILEAQGRV 
SGGRAFVRFVALNNLRAELAELRIERDRLMTS IS 
AFQTMLDAIDMPAWQRDPVGRLTW 
VNQAYGEAVEARSPQQAINEGREMLTTVARERIR 
ATTTPESPFHDKISTWRGNRTFF 
DWDVRVPGGSAGIAIDVSDIEAVRAELERTLKS 
HAETLDHLATPVAIFDGDRRLQFY 
NQAFVALWELDIAFLEGRPDNSELLERLRAAKKL 
PDQLNWKSWKEAALSVYRALDTQS 
DLWHLPNGQTLRVFATAHPQGGATWVFENLTEQV 
DLETRYNTLVKVQGETIDHLSEGV 
AVFGPDGRIRLSNPAFRALWGITETEAKPGTHIR 
ALGEACTPSYDRPDGWKTFAELIT 
SFDDERRSGQGTLELFSGLVLDYAVIPLPNAQTM 
LTFVNMTDSVRAERALTEKNEALR 
KADELKNDFVQHVSYELRSPLTNI IGFTDLLRTP 
GVGPLTERQAEYIE . . . . 'LL 
TLVNDILDLATVDAGIMRLNYADIDLNDLLDDVS 
MQIADRLHESGVALEITAPAYLGS 
IVADPQRLKQILLKLLSNAANFSPEGTSISLECH 
REGTDFVFAVSDRGPGISPDMIAT 
VFDRFATGAKSGKRGGAGLGLSIVDSFVSLHHGD 
VTIDSEPGKGTTWCRIPSVDVPH SAAAE " 
misc-feature complement ( 31627 .. 31956 /locus-tag="RL0030" 
) 

/ infer ence= "protein 
motif :Pfam:PF02518 . 9" 
/note="Pfam match to entry 
PF02518.9 HATPase-c" 
misc-feature complement ( 32092 .. 32298 /locus-tag="RL0030" 
) 

/ inf erence="protein 
motif : Pf am: PFO 0512 .10" 
/note="Pfam match to entry 
PF00512.10 HisKA" 
gene complement (34386 .. 35786 /locus-tag="RL0031" 

) 

CDS complement (34386 . .35786 /locus-tag="RL0031" 

) 

/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/inf erence="similar to 
sequence: INSDC:U766 71" 
/ note=" similarity : fast a; 
with=UniProt : SAHH-RHOSH 
(EMBL:U76671) ; Rhodobacter 
sphaeroides (Rhodopseudomonas 
sphaeroides ) . ; ahcY; 
Adenosylhomocysteinase (EC 
3.3.1.1) 

(S-adenosyl-L-homocysteine 
hydrolase) (AdoHcyase ) . ; 
length=463; id 82.251; 462 aa 



overlap; query 6-466; subject 
3-463 similarity : fasta; 
with=UniProt : SAHH-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti) . ; ahcY; 
Adenosylhomocysteinase (EC 
3.3.1.1) 

(S-adenosyl-L-homocysteine 
hydrolase) (AdoHcyase).; 
length=466; id 90.558; 466 aa 
overlap; query 1-466; subject 
1-466" 

/ codon-start=l 
/transl-table=ll 
/product=" putative 
S-adenosyl-L-homocysteine 
hydrolase" 

/protein-id="CAK05519 .1" 
/db-xref="GI : 115254445" 
/ db-xref ="GOA: Q1MNC6 " 
/db-xref="UniProtKB/TrEMBL:QlMNC6" 
/ translation="MSTEKDYWADIGLADFGRK 
EITIAETEMPGLMSCRTEFGQTKP 
LKGARITGSLHMTIQTAVLIETLVALGAEVRWAS 
CNIFSTQDHAAAAIAASGVPVFAI 
KGESLEDYWVYTDKIFQWADGGLSNMILDDGGDA 
TMY I L LGARAE AGE DVL S HP H S E E 
EEILFAQIKKRLAASPGWFTKQRDAIKGVTEETT 
TGVNRLYQLSQKGLLPFPAINVND 
S VTKSKFDNKYGCKE S LVDG I RRGT DVMMAGKVA 
WCGYGDVGKG SAAS L SGAGARVK 
VTEADP I CALQAAMDG YE WL LE DWS S AD I F I T 
T TGNKDV I R I DH1-IRA1-IKDMA I VGN 
IGHFDNEIE" 'DL IEFPKGN 

RIILLSEGRLLNLGNATGHPSFVM 
SASFTNQTLAQ IELFTI'"E'E li i i Y;!.n i i i "YI LPF.HLDE 
KVARLHLDKLGVKLTELSEEQAAY 
IGVSPKGPFKS DHYRY " 
misc-feature complement ( 34392 .. 35774 /locus-tag="RL0031" 
) 

/ in ference= "protein 
motif :Pfam:PF05221 .5" 
/note="Pfam match to entry 
PF05221.5 AdoHcyase" 
misc-feature complement (34629 .. 35108 /locus-tag="RL0031" 
) 

/ inf erence="protein 
motif :Pfam:PF0 06 70 .10" 
/note="Pfam match to entry 
PF00670.10 AdoHcyase-NAD" 
gene complement (35943 .. 36218 /locus-tag="RL0032" 

) 

CDS complement (35943 . .36218 /locus-tag="RL0032" 

) 

/inf erence="similar to 
sequence: INSDC: A3 8 12 0" 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : fasta; 
with=UniProt : PTHP-ALCEU 
(EMBL:A38120) ; Alcaligenes 



eutrophus (Ralstonia eutropha) . ; 
phbH; Phosphocarrier protein HPr 
(Histidine-containing protein) 
(Protein H) . ; length=His ( 89; id 
51.163; 86 aa overlap; query 4-89; 
subject 2-87 similarity : fasta; 
with=UniProt :Q92TC0 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE 
PHOSPHOCARRIER HPR TRANSMEMBRANE 
PROTEIN.; length=96; id 83.333; 90 
aa overlap; query 2-91; subject 
7-96" 

/codon-start=l 
/transl-table=ll 

/product= "putative phosphocarrier 
protein HPr" 

/protein-id="CAK05520 . 1" 
/db-xref ="GI : 115254446" 
/db-xref="GOA:QlMNC5" 
/db-xref="UniProtKB/TrEMBL:QlMNC5" 
/ translation="MTSLSRELLI INKRGLHARA 
SAKFVQMVETFDAAITVSKDGMTV 
GGTSIMGLMMLAASPGSSVWSASGSQAEEALEA 
LDQLIQNRFGEEM" 

misc-feature complement ( 35961 .. 36212 /locus-tag="RL0032" 
) 

/ infer ence= "protein 
motif :Pfam:PF00381 .8" 
/note="Pfam match to entry 
PF00381.8 PTS-HPr" 
gene complement ( 36228 .. 36629 /locus-tag="RL0 033 " 

) 

CDS complement (36228 . .36629 /locus-tag="RL0033" 

) 

/inf erence="similar to 
sequence: INSDC:AE0 0540 4" 
/inf erence="similar to 
sequence: INSDC:AE0 0 79 46" 
/note="similarity : fasta; 
with=UniProt : PTNA-ECOLI 
(EMBL:AE005404) ; Escherichia 
coli.; manX; PTS 
system, mannose-specific IIAB 
component (EIIAB-Man) 
(Mannose-permease IIAB component) 
(Phosphotransferase enzyme II, AB 
component) (EC 2.7.1.69) 
(EIII-Man).; length=322; id 
30.645; 124 aa overlap; query 
2-123; subject 2-125 
similarity : fasta; 
with=UniProt : Q8UJ9 7 
(EMBL:AE007946) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; PTS system, IIA component 
(AGR-C-50p) . ; length=AGR-C-50 ( 
133; id 85.714; 133 aa overlap; 
query 1-133; subject 1-133 Similar 
to the N-terminus to codon 135 of 
Escherichia coli mannose-specific 



IIAB component, manX,PTS system 
(322 aa) , and similar to entire 
protein of Agrobacterium 
tumefaciens (strain C58/ATCC 33970 
PTS system, IIA component (133 
aa) ; putative phosphotransferase 
system component" 
/ codon-start=l 
/transl-table=ll 
/product="PTS system, 
mannose-specif ic IIAB component 
(EIIAB-Man) (Mannose-permease IIAB 
component) (Phosphotransferase 
enzyme II, AB component) 
(EIII-Man) . " 

/protein-id="CAK05521 . 1" 
/db-xref="GI : 115254447" 
/db-xref="GOA:QlMNC4" 
/db-xref="UniProtKB/TrEMBL:QlMNC4" 
/ translation="MIGLVLVTHGKLAEEFRHAV 
EHWGPQKF I E TVC I GPEDDMDQR 
RQDILEAVSGADDGHGWILTDMFGGTPSNLAIS 
VMSSGHTEVIAGVNLPMLIKLAGV 
R G E N N M E I" A L " E A , EA_-,F IA Iir'A.'JRVLSGK" 
misc-feature complement ( 36279 .. 36626 /locus-tag="RL0033" 
) 

/inf erence= "protein 
motif :Pfam:PF03610 . 4" 
/note="Pfam match to entry 
PF03610.4 EIIA-man" 

gene complement ( 36780 .. 37232 /locus-tag="RL0 03 4 " 

) 

CDS complement (36780. .37232 /locus-tag="RL0034" 

) 

/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note=" similarity: fast a; 
with=UniProt :Q92KV2 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02752.; length=148; id 48.951; 
143 aa overlap; query 7-148; 
subject 7-148" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05522 .1" 
/db-xref="GI : 115254448" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNC3 " 
/ translation="MTEAGFNVHATAIWGKTGL 
LFSGPSGWGKSMLAFTCMTEARRL 
GLFTALVADDQVLLSAEAGAVIATCPPSITGLIE 
LRGTGIVHQDHIPKATMHYAVLPG 
SATGENRIPPEGEMVSLAADFSLPALRLLTGVCS 
PLAILMAKVPDIGR" 
gene complement ( 3 7229 .. 39 019 /locus-tag="RL0035" 

) 

CDS complement (37229 . .39019 /locus-tag="RL0035" 

) 

/inf erence="similar to 



sequence: INSDC:AF02 729 8" 
/inf erence="similar to 
sequence: INSDC : HS362250 " 
/note=" similarity : fast a; 
with=UniProt : CHVG-RHIME 
(EMBL:AF027298) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; chvG; Sensor protein 
chvG (EC 2.7.3.-) (Histidine 
kinase sensory protein exoS).; 
length=EC 2.7.3.- ( 577; id 
82.087; 575 aa overlap; query 
21-593; subject 1-574 
similarity : fast a; 
with=UniProt : CHVG-AGRT5 
(EMBL:HS362250) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; chvG; Sensor protein chvG 
(EC 2.7.3.-).; length=EC 2.7.3.- ( 
596; id 81.475; 583 aa overlap; 
query 9-591; subject 11-589; 
putative two-component regulator 
sensor histidine kinase 
transcriptional regulator" 
/codon-start=l 
/transl-table=ll 
/product="Sensor protein chvG 
(Histidine kinase sensory protein 
exoS) . " 

/protein-id="CAK05523 .1" 
/db-xref="GI: 115254449" 
/db-xref="GOA:QlMNC2" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNC2 " 
/ translation="MAQLVQERDLDDAEGVSTRR 
VRGRRWSHPFTLIRRIFGNAVFSS 
LTRRILFFNLVALWLVGGILYLNQFREGLIDAR 
AESLLTQGEIIAGAVSASASVDTN 
SITIDPQKLLELQAGQSITPVPNDEDLEFPIDPE 
KVAPVLRRLISPTRTRARIFDADA 
NLLLDSRHLYSRGQVLRFDLPPVEEEKQTWSEWF 
ATLFNKALQPGNLPLYKEAPGGDG 
S I YPEVMNAL T GVRGAWRT TEKGE L I VS VAVP I 
QRFRAVLG VL L L S T Q AG D I DN I VH 
AERL AI MRVF G VAT LVNVL LSLVLSSTIANPLRR 
LSAAAIRVRRGAKTREEIPDFSAR 
QDEIGNLSIALREMTTALYDRIDAIESFAADVSH 
ELKNPLTSLRSAVETLPLARSDDS 
KKRLMDVI QHDVRRL DRL I S D I S DAS RL DAE L AR 
VDAGSVDMEVLLRDLIEVSRQVRS 
TKKQVEIEYAIERKPNVKTRFWNGHDLRIGQI I 
ANLIENARSFVPEKGGKITVRLVR 
TRSRCVTTIEDNGPGIQAENIDRIFERFYTDRPE 
AEGFGQNSGLGLS I SRQ I AEAHGG 
SLRAENITDAESGHILGARFILSLPIGAAA" 
misc-feature complement ( 3 72 41 .. 3 7597 /locus-tag="RL0035" 
) 

/ inf erence="protein 
motif :Pf am:PF02518 . 9" 
/note="Pfam match to entry 
PF02518.9 HATPase-c" 
misc-feature complement ( 3 7751 .. 3 7948 /locus-tag="RL0035" 
) 



/inf erence=" protein 
motif : Pf am: PFO 0512 .10" 
/note="Pfam match to entry 
PF00512.10 HisKA" 
misc-feature complement ( 3 7958 .. 3 8 176 /locus-tag="RL0035" 
) 

/inf erence=" protein 
motif :Pfam:PF00672 .10" 
/note="Pfam match to entry 
PF00672.10 HAMP" 
misc-feature complement ( 3 8 8 16 .. 38875 /locus-tag="RL0035" 
) 

/inf erence= "protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 49-68" 
gene complement ( 39204 .. 39938 /locus-tag="RL0036" 

) 

CDS complement (39204. .39938 /locus-tag="RL0036" 

) 

/inf erence="similar to 
sequence: INSDC:B499 02" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt : CHVI-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; chvl; Transcriptional 
regulatory protein chvl . ; 
length=240; id 90.574; 244 aa 
overlap; query 1-244; subject 
1-240 similarity : f asta; 
with=UniProt:Q8UJ95 (EMBL : B4990 2 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; chvl; Two 
component response regulator.; 
length=265; id 91.393; 244 aa 
overlap; query 1-244; subject 
25-265" 

/ codon-start=l 
/transl-table=ll 

/product=" putative two-component 
response regulator transcriptional 
regulatory protein" 
/protein-id="CAK05524. 1" 
/db-xref="GI : 115254450" 
/ db-xref ="GOA: Q1MNG3 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNG3 " 
/ translation="MPTIALVDDDRNILTSVS I A 
LEAEGYKVETYTDGASALDGLLAR 
PPQLAIFDIKMPRMDGMELLRRLRQKSDIPVIFL 
TSKDEEIDELFGLKMGADDFITKP 
FSQRL L VERVRAVLRRAS S RE AAAAG T S P T G AP K 
NGAVQQARSLERGQLVMDQERHTC 
TWKGEAVTLTVTEFLILHSLAQRPGWKSRDALM 
DAAYDEQVYVDDRTIDSHIKRLRK 
KFKMVDTDFDMIETLYGVGYRFREAA" 
misc-feature complement ( 392 19 .. 39 449 /locus-tag="RL0036" 
) 

/inf erence= "protein 
motif : Pf am: PFO 0 486 .11" 



misc-f eature complement (39579 . .39935 
) 

gene 40276. .41886 

CDS 40276. .41886 



/note="Pfam match to entry 
PF00486.il Trans-reg-C" 
/locus-tag="RL0 036" 

/ inf erence="protein 
motif :Pfam:PF00072 .9" 
/note="Pfam match to entry 
PF00072.9 Response-reg" 
/gene="pckA" 
/locus-tag="RL0 03 7" 
/gene="pckA" 
/locus-tag="RL0 03 7" 
/EC-number= " 4.1.1.49" 
/inf erence="similar to 
sequence: INSDC:AE0 0 79 46" 
/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt : PPCK-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; pckA; 

Phosphoenolpyruvate carboxykinase 
[ATP] (EC 4.1.1.49) (PEP 
carboxykinase ) 

(Phosphoenolpyruvate carboxylase ) 
(PEPCK).; length=536; id 80.224; 
536 aa overlap; query 1-536; 
subject 1-536 similarity : fasta; 
with=UniProt : PPCK-AGRT5 
(EMBL:AE007946) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; pckA; Phosphoenolpyruvate 
carboxykinase [ATP] (EC 4.1.1.49) 
(PEP carboxykinase) 
(Phosphoenolpyruvate carboxylase ) 
(PEPCK).; length=536; id 81.716; 
536 aa overlap; query 1-536; 
subject 1-536; putative 
phosphoenolpyruvate carboxykinase" 
/codon-start=l 
/transl-table=ll 
/product=" Phosphoenolpyruvate 
carboxykinase [ATP] (PEP 
carboxykinase ) 

(Phosphoenolpyruvate carboxylase ) 
(PEPCK) . " 

/protein-id="CAK05525.1" 

/db-xref ="GI : 115254451" 

/ db-xref ="GOA: Q1MNG2 " 

/db-xref ="UniProtKB/TrEMBL : Q1MNG2 " 

/ translation="MEMFGVHNPAIELATVGLGG 

AASVRYNF S AAAL YEEAI RRGE AE 

LTAQGALRAITGQHTGRSPRDKFWRDINTDGEI 

WWDNNKPISPEHFAVLRDDMLAHA 

AGKELFVQDLVGGAEEGHALPTRWTEFAWHSLF 

IRNLLIRPDTAALSSFVPKLTI ID 

LPSFKADPARHGCRSETVIACDLTNGLVLIGGTS 

YAGEMKKSVFTVLNYLLPAKGVMP 

MHCSANVGPDGDAAVFFGLSGTGKTTLSADPART 

LIGDDEHGWSENGIFNFEGGCYAK 

TIRLSAEAEPEIYATTQRFGTVLENWLNESREP 



misc-feature 40339.. 41730 



41993. .42436 
41993 . . 42436 



misc-feature 42011.. 42406 



42438 . . 43049 
42438. .43049 



DFNDGSLTENTRCAYPMDFIPNAS 

KTGRAGHPKTI IMLTADAFGVMPPIARLTPDQAM 

YHFLSGYTAKVAGTEKGWEPEAT 

FSTCFGAPFMPRHPAEYGNLLKELIGRHGVQCWL 

VNTGWTGGAYGTGKRMPIKATRAL 

LAAALSGELGQVEFRADTNFGFAVPVSVHGVDGS 

ILDPRSTWADKAAYDAQAEKLVSM 

F I ANFAKFENHVDGGVRDAAPGVKVAAE " 

/gene="pckA" 

/locus-tag="RL0 03 7" 

/ inf erence="protein 

motif :Pfam:PF01293 .8" 

/note="Pfam match to entry 

PF01293.8 PEPCK-ATP" 

/locus-tag="RL0 03 8" 

/locus-tag="RL0 03 8" 

/inf erence="similar to 

sequence: INSDC:C9 73 63" 

/note="similarity : fasta; 

with=UniProt:Q8UJ93 (EMBL : C9 7363 ) ; 

Agrobacterium tumefaciens (strain 

C58/ATCC 33970).; Hypothetical 

protein Atu0036.; length=156; id 

84.615; 143 aa overlap; query 

1-143; subject 13-155" 

/codon-start=l 

/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05526 .1" 
/db-xref="GI : 115254452" 
/db-xref ="GOA: Q1MNF8 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNF8 " 
/ translation="MASDALYIDDRITIAGWELT 
EQFVLAGGPGGQNVNKVSTAVQLF 
FNIANSPSLNDRVKTNAIKLAGRRLSKDGVLMIE 
ASRFRSQDRNREDARDRLKEL I LE 
AAKPPPPPRKKTRPTKGSVERRLKEKSGRSEVKK 
MRGRPGGGSGE " 
/locus-tag="RL0 03 8" 
/inf erence=" protein 
motif :Pfam:PF00472 .8" 
/note="Pfam match to entry 
PF00472.8 RF-1" 
/locus-tag="RL0 039" 
/locus-tag="RL0 039" 
/inf erence="similar to 
sequence: INSDC : A8 7250 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity: fasta; 
with=UniProt : ALKB-CAUCR 
(EMBL:A87250) ; Caulobacter 
crescentus.; alkB; Alkylated DNA 
repair protein alkB homolog.; 
length=220; id 54.315; 197 aa 
overlap; query 4-200; subject 
22-216 similarity: fasta; 
with=UniProt :Q92TB6 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PROBABLE DNA REPAIR 



gene complement ( 43056 

) 

CDS complement ( 43056 

) 



SYSTEM SPECIFIC FOR ALKYLATED DNA 
PROTEIN.; length=2 06; id 73.786; 
206 aa overlap; query 1-203; 
subject 1-206" 
/ codon-start=l 
/transl-table=ll 

/product="putative alkylated DNA 
repair protein" 
/protein-id="CAK05527. 1" 
/db-xref="GI : 115254453" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNG1 " 
/ translation="MPELLSGIRHLPGYLDRARQ 
E AL VE VI RT WAE AP L Y VP AMP G T 
GKPMSVRMTNCGPLGWVTDKERGYRYQPTHPATG 
RPWPDMPQQLLDIWNDVSGYDKPP 
EACLVNFYSDEARMGLHQDKDEQDLKAPWSISL 
GNSCLFRVGGLSRNDRTLSFKLSS 
GDLWLGGEGRLCFHGVDRIHPATSTLLKNGGRI 
NLTLRRVNP " 
/locus-tag="RL0 039" 
/ inf erence="protein 
motif :Pfam:PF03 171 .7" 
/note="Pfam match to entry 
PF03171.7 20G-FeII-Oxy" 
44051 /gene="coaA" 

/locus-tag="RL0 0 40" 
44051 /gene="coaA" 

/locus-tag="RL0 0 40" 
/inf erence="similar to 
sequence: INSDC:A45 72 7" 
/inf erence="similar to 
sequence: INSDC:AE0 079 46" 
/note="similarity:fasta; 
with=UniProt:COAA-ECOLI 
(EMBL:A45727) ; Escherichia coli 
0157 :H7.; coaA; Pantothenate 
kinase (EC 2.7.1.33) (Pantothenic 
acid kinase) (Rts protein).; 
length=EC 2.7.1.3 ( 316; id 
53.526; 312 aa overlap; query 
23-330; subject 10-316 
similarity : fast a; 
with=UniProt : COAA-AGRT5 
(EMBL:AE007946) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; coaA; Pantothenate kinase 
(EC 2.7.1.33) (Pantothenic acid 
kinase).; length=EC 2.7.1.3 ( 322; 
id 81.988; 322 aa overlap; query 
10-331; subject 1-322; putative 
pantothenate kinase" 
/ codon-start=l 
/transl-table=ll 
/product="Pantothenate kinase 
(Pantothenic acid kinase) (Rts 
protein) . " 

/protein-id="CAK05528 . 1" 

/db-xref="GI : 115254454" 

/db-xref ="GOA: Q1MNG0 " 

/db-xref ="UniProtKB/TrEMBL : Q1MNG0 " 



/ translation="MSIATEI IGVPETLDHFQSE 
SYSPYHFFSSEQWAKFRADTPLTL 
TSDEVKRLRSMGDPIDLDEVRRIYLSLSRLLSAH 
VESSQMLFEQRNRFLSLSDVTKTP 
FVIGIAGSVAVGKSTTARILKELLGRWPSSPKVD 
LVTTDGFLHPNAVLQREKLMQRKG 
FPESYDTGAILRFLSAIKAGRPDVKAPSYSHLVY 
DVLPDEYKIVDRPDILIFEGINVL 
QSRDLPAGGKIVPMVSDFFDFSIYIDAAEDEIHN 
WYVTRFMRLRE TAFRDPN SYFHRY 
ASISDAEALEIAEDLWANINLKNLRQNILPTRPR 
ADL I LKKGKDHL I EQVALRKL " 
misc-f eature complement ( 43 0 8 0 .. 43 742 /gene="coaA" 
) 

/locus-tag="RL0 0 40" 
/ inf erence="protein 
motif :Pfam:PF0 0 485. 7" 
/note="Pfam match to entry 
PF00485.7 PRK" 

gene complement ( 44048 .. 44371 /locus-tag="RL0041" 

) 

CDS complement (44048. .44371 /locus-tag="RL0041" 

) 

/inf erence="similar to 
sequence :INSDC:AE0 0 79 46" 
/inf erence="similar to 
sequence : INSDC : ECRFBM" 
/note="similarity : f asta; 
with=UniProt :HIS2-ECOLI 
(EMBL : ECRFBM) ; Escherichia coli.; 
hisl; Histidine biosynthesis 
bifunctional protein hisIE 
[Includes: Phosphoribosyl-AMP 
cyclohydrolase (EC 3.5.4.19) 
(PRA-CH) ; Phosphoribosyl-ATP 
pyrophosphatase (EC 3.6.1.31) 
(PRA-PH)].; length=203; id 47.126; 
87 aa overlap; query 6-92; subject 
115-201 similarity : f asta; 
with=UniProt :HIS2-AGRT5 
(EMBL:AE007946) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; hisE; Phosphoribosyl-ATP 
pyrophosphatase (EC 3.6.1.31) 
(PRA-PH).; length=107; id 71.698; 
106 aa overlap; query 1-106; 
subject 1-106" 
/ codon-start=l 
/transl-table=ll 
/product="putative histidine 
biosynthesis bifunctional protein" 
/protein-id="CAK05529 .1" 
/db-xref="GI : 115254455" 
/ db-xref ="GOA: Q1MNF9 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNF9 " 
/ translation="MSGFSLSDLESIVAERSKAP 
PEQSWTAKLVAGGQPKAAKKLGEE 
AIEAVMAAVTGDRDNLTYEAADVLYHLLWLKIA 
EIPLENVMAELERRTAQSGLKEKA SRQSS" 
misc-feature complement ( 44090 .. 44356 /locus-tag="RL0041" 
) 

/ inf erence="protein 



motif :Pfam:PF01503 .6" 
/note="Pfam match to entry 
PF01503.6 PRA-PH" 
gene complement ( 44389 .. 45177 /gene="hisF" 

) 

/locus-tag="RL0042" 
CDS complement ( 44389 .. 45177 /gene="hisF" 

) 

/locus-tag="RL0 0 42" 
/inf erence="similar to 
sequence : INSDC : ABHISHAFE" 
/inf erence="similar to 
sequence: INSDC : AEO 0 79 46 " 
/note=" similarity : fast a; 
with=UniProt :HIS6-AZ0BR 
(EMBL: ABHISHAFE) ; Azospirillum 
brasilense . ; hisF; Imidazole 
glycerol phosphate synthase 
subunit hisF (EC 4.1.3.-) (IGP 
synthase cyclase subunit) (IGP 
synthase subunit hisF) (ImGP 
synthase subunit hisF) (IGPS 
subunit hisF).; length=261; id 
69.767; 258 aa overlap; query 
3-260; subject 2-251 
similarity: f asta; 
with=UniProt :HIS6-AGRT5 
(EMBL:AE007946) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; hisF; Imidazole glycerol 
phosphate synthase subunit hisF 
(EC 4.1.3.-) (IGP synthase cyclase 
subunit) (IGP synthase subunit 
hisF) (ImGP synthase subunit hisF) 
(IGPS subunit hisF).; length=258; 
id 82.129; 263 aa overlap; query 
1-262; subject 1-258" 
/ codon-start=l 
/transl-table=ll 
/product="putative imadazole 
glycerol phosphate synthase 
sununit" 

/protein-id="CAK05530 . 1" 

/db-xref="GI : 115254456" 

/ db-xref ="GOA: Q1MNF7 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNF7 " 

/ translation="MTLKARVIPCLDVKDGRVVK 

GVNF LNLVDAG DP VE AAKAY DAAG 

ADELCFLDITASSDNRETIFDWSRTADQCFMPL 

TVGGGVRTIADIRKLLLCGADKVS 

INSAAVSNPDFVTEAADKFGDQC I WS I DAKRRR 

TQAVGGDNLSAWEIYTHGGRNATG 

IDAVEFAQKMVARGAGELLVTSMDRDGTKVGYDL 

ELTRAIADAVRVPVIASGGVGDLD 

DLVAGVKEGHANAVLAASIFHFGTYSVSEAKHYM 

SKCGIDMRLD" 

misc-feature complement ( 44446 .. 45162 /gene="hisF" 
) 

/locus-tag="RL0042" 
/ inf erence="protein 
motif :Pfam:PF0 09 77. 8" 
/note="Pfam match to entry 



PF00977.8 His-biosynth" 
gene complement ( 45178 .. 45924 /gene="hisA" 

) 

/locus-tag="RL0 0 43" 
CDS complement ( 45178 .. 45924 /gene="hisA" 

) 

/locus-tag="RL0 0 43" 
/inf erence="similar to 
sequence : INSDC : ECD8 40 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note=" similarity : fast a; 
with=UniProt :HIS4-ECOLI 
(EMBL : ECD8 40 ) ; Escherichia coli.; 
hisA; 

1- { 5-phosphoribosyl ) -5- [ ( 5-phospho 
ribosylamino) methylidene amino] 
imidazole- 4 -car boxamide isomerase 
(EC 5.3.1.16) 

( Phosphor ibosylf ormimino- 5 -amino im 
idazole carboxamide ribotide 
isomerase) . ; 

length=5-phosphoribosyl ; id 
35.081; 248 aa overlap; query 

2- 242; subject 1-245 
similarity : fasta; 
with=UniProt :HIS4-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; hisA; 

1- ( 5-phosphoribosyl ) -5- [ ( 5-phospho 
ribosylamino) methylidene amino] 
imidazole- 4 -car boxamide isomerase 
(EC 5.3.1.16) 

(Phosphor ibosylf ormimino- 5 -amino im 
idazole carboxamide ribotide 
isomerase) . ; 

length=5-phosphoribosyl ; id 
88.066; 243 aa overlap; query 
1-243; subject 1-243" 
/ codon-start=l 
/transl-table=ll 
/product=" putative 

imidazole- 4 -carboxamide isomerase" 
/protein-id="CAK05531 . 1" 
/db-xref="GI : 115254457" 
/db-xref ="GOA: Q1MNC1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNC1 " 
/ tr an s 1 at i on= " MI LFPAI DLKGGQCVRLKLG 
DMQQ AT VYN T D P AAQ AR S F E D Q G F 
EWLHWDLDGAFAGHSANGDAVEAILKATDNPVQ 
LGGGIRTLDHIEAWLSRGLRRVIL 
G T VAVRNP D L V I E AC RKF P D H VAVG I D AKG G K VA 
VE G WAE AS E L G 1 1 E L ARKF E G AG V 
AAIIYTDIDRDGILAGINWSSTLELADAVSIPVI 
ASGGLASLDDIRRMLEPDARKLEG 
AI SGRAL YDGR I DPKEALAL I KAARAKE T A " 
misc-feature complement ( 45232 .. 45921 /gene="hisA" 
) 

/locus-tag="RL0043" 
/inf erence= "protein 
motif :Pfam:PF0 09 77. 8" 



/note="Pfam match to entry 
PF00977.8 His-biosynth" 
gene complement ( 45931 .. 46488 /locus-tag="RL0044" 

) 

CDS complement ( 45931 .. 46488 /locus-tag="RL0044" 

) 

/note="no significant database 
hits" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAK05532 .1" 
/db-xref="GI: 115254458" 
/db-xref="UniProtKB/TrEMBL:QlMNCO" 
/ translation="MIHDSFPANDGSSRRQNGVS 
AGDIAEAVLEFYIEGEDDLIGLLA 
YAL YERQKRDF VL S HRKRNAGRS P DE AE LAAVN S 
NYLSTDLRNTLRDRASQILSSYAE 
TYVEAMEPQIRLTAVNSDALRQVRSIEKSIKRRL 
GF WRQVRAGF AVT LLLLLLF G AAA 
IAAVFFQSDIVDAWNALMVPTTLRM" 
misc-feature complement ( 45991 .. 46059 /locus-tag="RL0044" 
) 

/inf erence= "protein 
motif :TUHUM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 144-166" 
gene complement ( 46485 .. 46676 /locus-tag="RL0045" 

) 

CDS complement (46485. .46676 /locus-tag="RL0045" 

) 

/note="no significant database 
hits" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAK05533 .1" 
/db-xref ="GI : 115254459" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNB9 " 
/ translation="MRSMPASRKSGKVFYTLRPS 
REGLPPFSDIKLPGGTVIRRVDEA 
IHRKALSNAAKALKERLDR" 
gene complement ( 46921 .. 47571 /gene="hisH" 

) 

/locus-tag="RL0 0 46" 
CDS complement (46921. .47571 /gene="hisH" 

) 

/locus-tag="RL0 0 46" 
/inf erence="similar to 
sequence: INSDC : ECD8 40 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/ note=" similarity : fast a; 
with=UniProt :HIS5-ECOLI 
(EMBL : ECD8 4 0 ) ; Escherichia coli.; 
hisH; Imidazole glycerol phosphate 
synthase subunit hisH (EC 2.4.2.-) 
(IGP synthase glutamine 
amidotransf erase subunit) (IGP 
synthase subunit hisH) (ImGP 
synthase subunit hisH) (IGPS 
subunit hisH) . ; length=196; id 



36.792; 212 aa overlap; query 
1-212; subject 1-194 
similarity : fast a; 
with=UniProt : HIS5-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; hisH; Imidazole 
glycerol phosphate synthase 
subunit hisH (EC 2.4.2.-) (IGP 
synthase glutamine 
amidotransf erase subunit) (IGP 
synthase subunit hisH) (ImGP 
synthase subunit hisH) (IGPS 
subunit hisH) . ; length=216; id 
81.944; 216 aa overlap; query 

1- 216; subject 1-216" 
/ codon-start=l 
/transl-table=ll 
/product="putative imadazole 
glycerol phosphate synthase 
subunit" 

/protein-id="CAK05534. 1" 
/db-xref="GI : 115254460" 
/ db-xref ="GOA: Q1MNB8 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNB8 " 
/ translation="MRVAI IDYGSGNLRSATKAF 
ERAAHE AG I DAH I DL T DRAE D VAA 
ADR I VL P GVG A Y ADC RRG L D AVP DMAEVL I E AVE 
KKARPFLGICVGMQLMSSRGLEKT 
VTHGFGWIPGNWEMTPDDPALKIPQIGWNTLDL 
KRQHPLFEGIPTGSQGLHAYFVHS 
YHLAAENTEDVIATADYGGPMTAFVGRDNMVGAQ 
FHPEKSQKLGLALIANFLRWNP" 
misc-f eature complement ( 46927 .. 47562 /gene="hisH" 
) 

/locus-tag="RL0 0 46" 
/ inf erence="protein 
motif : Pf am : PFO 0 1 1 7 . 1 0 " 
/note="Pfam match to entry 
PF00117.10 GATase" 
gene complement ( 47574 .. 48059 /locus-tag="RL0047" 

) 

CDS complement ( 47574 .. 48059 /locus-tag="RL0047" 

) 

/inf erence="similar to 
sequence: INSDC : A97364" 
/note=" similarity : fast a; 
with=UniProt :Q8U5P8 (EMBL : A9 736 4 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; AGR-C-67p.; 
length=164; id 32.099; 162 aa 
overlap; query 3-161; subject 

2- 163" 

/ codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 
protein" 

/protein-id="CAK05535. 1" 

/db-xref="GI : 115254461" 

/ db-xref ="GOA: Q1MNB7 " 

/ db-xref ="UniPr ot KB/ Tr EMBL : Q1MNB7 " 

/ translation="MTSSYIFLTPPGGTSATADE 



TRTIRDGFTLLGFLFPWIWLLAHR 

lwlhaaaafllqgiggalmdepglgpagaa.il LG 

VNMLVGLEGQNFRVRNLAAKGWNE 
DAL I AADT I GT AEQVYF S DRAAI AAS DDAAAP DW 
QNKARPNGQHGNATSLGLFGFDGG R" 
misc-f eature complement ( join ( 47805 . . /locus-tag="RL0047" 
47864,47922. .47981) ) 

/ inf erence="protein 

motif :TMHMM: 2 .0" 

/note="2 probable transmembrane 

helices predicted at aa 27-46 and 

66-85" 

sig-peptide complement ( 48002 .. 48059 /locus-tag="RL0047" 

) 

/inf erence= "protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0047 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.696) 
with cleavage site probability 
0.687 between residues 18 and 19" 
gene complement ( 48082 .. 48690 /gene="hisB" 

) 

/locus-tag="RL0 0 48" 
CDS complement ( 48082 .. 48690 /gene="hisB" 

) 

/locus-tag="RL0 0 48" 
/EC-number = " 4.2.1.19" 
/inf erence="similar to 
sequence: INSDC: ABO 9 143 6" 
/inf erence="similar to 
sequence: INSDC :AE0 0 79 46" 
/inf erence="similar to 
sequence: INSDC :E6496 7" 
/note="Similar to C-terminus from 
codon 160 of Escherichia coli. 
hisB HIS7-ECOLI (EMBL : E6 496 7 ) ( 
Histidine biosynthesis 
bifunctional protein hisB 
[ Includes : Hi stidinol -phosphatase 
(EC 3.1.3.15)) ehydratase (EC 
4.2.1.19) (IGPD)]., and to entire 
protein of Agrobacterium 
tumefaciens (strain C58/ATCC 
33970). hisB HIS7-AGRT5 
(EMBL:AE007946) ( 
Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) 
(IGPD).), and to entire protein of 
Burkholderia multivorans. hisB 
HIS7-BURML ( EMBL : ABO 9 1 43 6 ) ( 
Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) (IGPD).) 
similarity : fast a; 
with=UniProt :HIS7-ECOLI 
(EMBL:E64967) ; Escherichia coli.; 
hisB; Histidine biosynthesis 
bifunctional protein hisB 
[ Includes : Hi stidinol -phosphatase 
(EC 3.1.3.15) ; 

Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) 



(IGPD)].; length=355; id 48.990; 
198 aa overlap; query 4-201; 
subject 163-355 similarity : fasta; 
with=UniProt :HIS7-AGRT5 
(EMBL:AE007946) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970) . ; hisB; 
Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) (IGPD).; 
length=198; id 89.286; 196 aa 
overlap; query 6-201; subject 
2-197 similarity : fasta; 
with=UniProt :HIS7-BURML 
(EMBL:AB091436) ; Burkholderia 
multivorans . ; hisB; 
Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) (IGPD).; 
length=195; id 54.124; 194 aa 
overlap; query 8-201; subject 
2-195" 

/codon-start=l 
/transl-table=ll 
/product="putative histidine 
biosynthesis bifunctional protein 
hisB" 

/protein-id="CAK05536 .1" 

/db-xref="GI : 115254462" 

/ db-xref ="GOA: Q1MNB6 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNB6 " 

/ trans lation="MAETAASRTGSVSRKTNETS 

ISVSVNLDGTGKSTISTGVGFFDH 

MLDQLSRHSLIDMEIDAKGDLHIDDHHTVEDTGI 

AIGQAISKALGDRRGITRYASIDL 

AMDETMTKAAVDLSGRPFLVWNVAFSAPKIGTFD 

TELVREFFHAL AQNAG ITLHILNH 

YGANNHHI AETCFKAVARALRTATE I DPRQAGRV 

PSTKGTLV" 

misc-feature complement ( 48148 .. 48582 /gene="hisB" 
) 

/locus-tag="RL0 0 48" 
/inf erence=" protein 
motif :Pfam:PF0 0 4 75. 7" 
/note="Pfam match to entry 
PF00475.7 IGPD" 

gene 48847.. 49374 /gene="hslV" 

/locus-tag="RL0 0 49" 

CDS 48847.. 49374 /gene="hslV" 

/locus-tag="RL0 0 49" 
/inf erence="similar to 
sequence: INSDC:AE0 079 46" 
/inf erence="similar to 
sequence :INSDC:C9 123 6" 
/ note=" similarity : fasta; 
with=UniProt : HSLV-ECOLI 
(EMBL:C91236) ; Shigella flexneri.; 
hslV; ATP-dependent protease hslV 
(EC 3.4.25.-) (Heat shock protein 
hslV).; length=175; id 62.573; 171 
aa overlap; query 2-171; subject 
1-171 similarity : fasta; 
with=UniProt : HSLV-AGRT5 
(EMBL:AE007946) ; Agrobacterium 



tumefaciens (strain C58/ATCC 
33970).; hslV; ATP-dependent 
protease hslV (EC 3.4.25.-).; 
length=173; id 91.908; 173 aa 
overlap; query 2-174; subject 
1-173; putative heat-shock 
ATP-dependent protease" 
/ codon-start=l 
/transl-table=ll 

/product= "ATP-dependent protease 
hslV (Heat shock protein hslV) . " 
/protein-id="CAK05537. 1" 
/db-xref="GI: 115254463" 
/ db-xref ="GOA: Q1MNB5 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNB5 " 
/ translation="MTTI ITVRKGGKWMAGDGQ 
VS LGQT VMKGNARKVRR I GKGEW 
AGFAGATADAFTLLERLEKKLEQYPGQLMRAAVE 
LAKDWRT DKYLRNL EAMMLVADKS 
ITLAITGNGDVLEPEHGTTAIGSGGNFALAAALA 
LMDTDKSAEEIARRALDIAADICV 
YTNHNVWELLDAEG" 
misc-feature 48847.. 49359 /gene="hslV" 

/locus-tag="RL0 0 49" 
/ infer ence= "protein 
motif :Pfam:PF00227. 11" 
/note="Pfam match to entry 
PF00227.il Proteasome" 
gene 49361.. 49873 /locus-tag="RL0050" 

CDS 49361.. 49873 /locus-tag="RL0050 " 

/inf erence="similar to 
sequence: INSDC:AF36 03 85" 
/inf erence="similar to 
sequence: INSDC:AP0 03 0 05" 
/note=" similarity : f asta; 
with=UniProt : Q93TB3 
(EMBL:AF360385) ; Klebsiella 
pneumoniae.; Mutant AAC6 ' -IbY16 6A 
6 ' -N-acetyltransf erase . ; 
length=201; id 31.325; 166 aa 
overlap; query 9-165; subject 
27-192 similarity: f asta; 
with=UniProt :Q98CT9 
(EMBL:AP003005) ; Rhizobium loti 
(Mesorhizobium loti).; 
Aminoglycoside 
6 ' -N-acetyltransf erase . ; 
length=173; id 44.186; 172 aa 
overlap; query 1-170; subject 
1-170; putative acetyltransf erase" 
/codon-start=l 
/transl-table=ll 
/product="putative Mutant 
AAC6 ' -IbY166A 
6 ' -N-acetyltransf erase . " 
/protein-id="CAK05538 . 1" 
/db-xref="GI : 115254464" 
/ db-xref ="GOA: Q1MNB4 " 
/ db-xref ="UniPr ot KB/ TrEMBL : Q1MNB4 " 
/ translation="MPKAEPYAFRPLAVADLPLL 
AEWLESRHVRRWWSDPAKALASME 
KHIDAASVSCFMVTLSGKDFAFIQAADLDEVDDE 



misc-feature 49523.-49795 



gene 
CDS 



49870. .51177 
49870. .51177 



misc-feature 50023.. 51003 



ALAGQPKGT YG I DQF I G I EE L AGK 
GHGPAFMI GFCNMLFAKGAQR I L VDPHP DNAF AI 
RAYTKAGFQGLGETTTNYGRALLM 
ALDRQENDTQ" 
/locus-tag="RL0 050" 
/inf erence=" protein 
motif :Pfam:PF00583 .9" 
/note="Pfam match to entry 
PF00583.9 Acetyltransf-1" 
/gene="hslU" 
/locus-tag="RL0 051" 
/gene="hslU" 
/locus-tag="RL0 051" 
/inf erence="similar to 
sequence: INSDC:AE0 0 79 47" 
/inf erence="similar to 
sequence: INSDC:B8 6 0 83" 
/note="similarity : fasta; 
with=UniProt :HSLU-ECOLI 
(EMBL:B86083) ; Shigella flexneri.; 
hslU; ATP-dependent hsl protease 
ATP-binding subunit hslU (Heat 
shock protein hslU) . ; length=443; 
id 57.942; 447 aa overlap; query 
1-435; subject 1-443 
similarity: fasta; 
with=UniProt : HSLU-AGRT5 
(EMBL:AE007947) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; hslU; ATP-dependent hsl 
protease ATP-binding subunit 
hslU.; length=435; id 91.264; 435 
aa overlap; query 1-435; subject 
1-435" 

/codon-start=l 
/transl-table=ll 

/product=" putative ATP-dependent 

heat shock protease component" 

/protein-id="CAK05539 .1" 

/db-xref="GI : 115254465" 

/ db-xref ="GOA: Q1MNB3 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNB3 " 

/ translation="MTTFSPREIVSELDRYI IGQ 

HDAKRAVAIALRNRWRRQQLDPSL 

RDEVMPKNILMIGPTGVGKTEISRRLAKLAGAPF 

IKVEATKFTEVGYVGRDVEQI IRD 

LVEVGIGLVREKKRAEVQAKAHVSAEERVLDALV 

GTTASPATRENFRKKLRDGELDDK 

EIDIEVADAGSGMGGFEIPGMPGANIGVLNLSEM 

FGKAMGGRTKKVRTTVKASYSDLI 

RDESDKLIDNEVIQREAVRSTENDGIVFLDEIDK 

IAARDGGMGAGVSREGVQRDLLPL 

VEGTTVSTKYGPVKTDHILFIASGAFHVSKPSDL 

LPELQGRLPIRVELRPLNKDDFRR 

ILTETEASLIRQYRALMETESLSLEFTDDAIDAL 

ADVAVHLN S S VEN I GARRL Q TVME 

RVLDDI S YNAPDRGGTAVT I DAAYVREHVGDL AQ 

NTDLSRFIL" 

/gene="hslU" 

/locus-tag="RL0 051" 

/inf erence= "protein 

motif :Pfam:PF00004. 12" 



51470. .52417 
51470. .52417 



sig-peptide 51470.. 51533 



misc-feature 51503.. 52414 



gene 52466.. 53878 

CDS 52466. .53878 



/note="Pfam match to entry 
PF00004.12 AAA" 
/locus-tag="RL0 052" 
/locus-tag="RL0 052" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note=" similarity : fast a; 
with=UniProt :Q92TA6 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; CONSERVED HYPOTHETICAL 
TRANSMEMBRANE PROTEIN.; 
length=316; id 70.032; 317 aa 
overlap; query 1-315; subject 
1-316" 

/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05540 .1" 

/db-xref ="GI : 115254466" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNB2 " 

/ translation="MRRLLTSLMIAVALVNSAPA 

F AMQ T VP AGNRHAEQP D IPGASIR 

RTKGTKSSFDLKYEKVHELLATDRELMSKIRKVS 

SAYGINPIHWGAIVGEHTYNVDA 

YDRLQAYYVKAASYAGESFRFAYDGESVDEFVAR 

PQFAECKSKSDSYTLWSCREDVWE 

TDFRGKTVGGTSFPNNRFSAVFFQPFYAGQTFGL 

GQVNPLTALMLSDLVTRVSGYPKL 

NEKNAGAVYRAIMDPDI SLAFVAAS I RRS I DD YK 

EIAGMDISGNPGLTATLYNVGNSR 

QRAAALAAKNRGAGATVWPEENYYGWLINDKLDE 

LKGLL " 

/locus-tag="RL0 052" 
/inf erence= "protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0052 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.991 between residues 22 and 23" 
/locus-tag="RL0 052" 
/inf erence=" protein 
motif :Pfam:PF0 7182 .1" 
/note="Pfam match to entry 
PF07182.1 DUF1402" 
/locus-tag="RL0 053" 
/locus-tag="RL0 053" 
/inf erence="similar to 
sequence: INSDC : A32966 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : fasta; 
with=UniProt : CP 4 3 -RAT 
(EMBL:A32966) ; Rattus norvegicus 
(Rat).; Cyp4a3; Cytochrome P450 
4A3 precursor (EC 1.14.15.3) 
(CYPIVA3) (Laurie acid 
omega-hydroxylase) (P45 0-LA-omega 
3).; length=EC ( 507; id 27.902; 
448 aa overlap; query 37-461; 



subject 75-503 similarity : fasta; 
with=UniProt :Q92TA5 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE CYTOCHROME 
P450 MONOOXYGENASE PROTEIN (EC 
1.14.-.-).; length=466; id 71.828; 
465 aa overlap; query 1-465; 
subject 1-465; putative cytochrome 
P450 protein" 
/codon-start=l 
/transl-table=ll 
/product="Cytochrome P450 4A3 
precursor (CYPIVA3) (Laurie acid 
omega-hydroxylase) (P45 0-LA-omega 
3) ." 

/protein-id="CAK05541 .1" 

/db-xref="GI : 115254467" 

/ db-xref ="GOA: Q1MNB1 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNB1 " 

/ translation="MDMRPDPFVPPAPLPRTVPP 

SRLEIIRI ILRNPLELWGEPSYTL 

PWIRTNFFGQRTLIVNDPGLIKHVLVDNANNYRM 

SDVRQLVLRPILRDGLLTAEGPVW 

KRSRKAVAP I F TPRHAQGFAGQMLRQ S E D YARKY 

EGAGEAGAIFDISTDMTELTFAIL 

ADTLFSGEIVTSSGHFADDVNELLHRMGRVDPMD 

LMRAPSWVPRVTRIGGQKVLEKFR 

AIVRNTMDMRLAKMKADRSSAPEDFLTLLLEQAG 

PDGLTKEEIEDNILTFIGAGHETT 

ARALAWTLYCVSNSPHIREGMEEEIDAVLATGAK 

PVEWLDMMPQTRAAFEEALRLYPP 

APSINRAAISDDFWTSPKGERVELEAGVTVLVMP 

WTLHRHELHWDRPRAYMPERFLPE 

NRASIGRFQFLPFGAGPRVCIGATFALQEAVIAL 

AVLMHRYRFDSTDQTNPWPVQKLT 

TQPKNGLPMRVTPRI ISTKA" 

misc-feature 52493.. 53845 /locus-tag="RL0053" 

/inf erence=" protein 
motif :Pfam:PF00067.9" 
/note="Pfam match to entry 
PF00067.9 p450" 

gene 53965.. 56136 /gene="glcB" 

/locus-tag="RL0 054" 

CDS 53965.. 56136 /gene="glcB" 

/locus-tag="RL0 054" 
/inf erence="similar to 
sequence: INSDC : AY059637" 
/inf erence="similar to 
sequence: INSDC :U0 0 096" 
/note="similarity: fasta; 
with=UniProt :MASZ-ECOLI 
(EMBL:U00096) ; Escherichia coli.; 
glcB; Malate synthase G (EC 
2.3.3.9) (MSG).; length=EC 
2.3.3.9; id 6 0.083; 724 aa 
overlap; query 4-721; subject 
4-722 similarity : fasta; 
with=UniProt :MASZ-RHILV 
(EMBL:AY059637) ; Rhizobium 
leguminosarum (biovar viciae).; 
glcB; Malate synthase G (EC 



2.3.3.9).; length=EC 2.3.3.9; id 
99.170; 723 aa overlap; query 
1-723; subject 1-723; putative 
malate synthase" 
/codon-start=l 
/transl-table=ll 
/product="Malate synthase G 
(MSG) . " 

/protein-id="CAK05542 .1" 

/db-xref="GI : 115254468" 

/ db-xref ="GOA: Q1MNB0 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNB0 " 

/ translation="MSRVDKNGLAIETVLHDFLV 

EEVLPGLAVDADKFFADFSAIVHD 

LAPKNCALLAKRDELQVKIDDWYRRHGAPADMDE 

YQSFLREIGYLLPEGSDFQVSTQN 

VDPE IAS I AGP QLWP VMNARYALNAANARWG S L 

YDALYGTDAIPESDGAEKGKSYNP 

KRGEKVIAWVRDFLDTSAPLQDCRWKDVGSFAVK 

DGALWRSIDGEQAMLTDGKHFAG 

YRGDAAAPTHILLKNNGIHIEIVIDAATTIGKAD 

PAHISDVWLESAITTIMDCEDSIA 

AVDAEDKVWYRNWLGLMKGDLQEEVAKGGTSFI 

RTLNPDLQYAGPDGAAFEVHRRSL 

MLVRNVGHLMI SPAI LDRDGNEVPEGIMDAAI TG 

LIALYDIGPSGRRKNSRTGSMYW 

KPKMHGPEEVAFAVE IFSRVEDALGLPRNTIKMG 

IMDEERRTTVNLKECIRAARERW 

FINTGFLDRTGDEIHTSMEAGPMIRKGDMRQAAW 

I S AYENWNVD I GLECGLAGHAQ I G 

KGMWAMP DLMAAML EQKIAHPKAGAN TAW VP S P T 

AATLHATHYHRVNVARVQQGLKDR 

ARAKLSDILSVPVAVRPNWTPEEIQRELDNNAQG 

I LGYWRWVDQGVGC SKVP D I NNV 

GLMEDRATLRISAQHMANWLHHKWTEAQI IETM 

RRMAAWDRQNAS DP AYQPMAGNF 

DDSIAFQAALDLVLKGREQPNGYTEPVLHRRRLE 

LKAKHTA" 

misc-f eature 54010.. 56049 /gene="glcB" 

/locus-tag="RL0 054" 
/inf erence=" protein 
motif :Pfam:PF01274. 10" 
/note="Pfam match to entry 
PF01274.10 Malate-synthase" 

gene complement ( 56207 .. 56890 /locus-tag="RL0055" 

) 

CDS complement (56207. .56890 /locus-tag="RL0055" 

) 

/inf erence="similar to 
sequence: INSDC : AF228577" 
/note="similarity : fasta; 
with=UniProt : Q9KIP0 
(EMBL:AF228577) ; Rhizobium 
leguminosarum (biovar viciae).; 
Hypothetical protein.; length=227; 
id 100.000; 227 aa overlap; query 
1-227; subject 1-227" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05543 .1" 



/db-xref="GI : 115254469" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNA9 " 

/ trans lation="MRIRNAFPVFGLLATLAL AG 

CSTTSDSASVD DKGAGP T VQ T AQ I 

FNDAYGLTKDAGYSLPAIPIDRVKPQFRRQWSY 

QTTERPGTIIVNTRERFLYYILAN 

GKAMRYGIGVGKQGFAWAGTAYVAWKQEWPNWHP 

PKEMAVRRPDLAKYVEDGMGPGLS 

NPLGARAMYLFNEDGKDTLFRLHGTPEWASIGTA 

ASSGCIRLMNQDVIDLYSRVRPGK 

GTSKVWIQ" 

misc-f eature complement ( 56216 .. 56647 /locus-tag="RL0055" 
) 

/inf erence=" protein 
motif :Pfam:PF03 73 4. 4" 
/note="Pfam match to entry 
PF03734.4 ErfK-YbiS-YhnG" 
sig-peptide complement ( 56803 .. 56890 /locus-tag="RL0055" 

) 

/ inf erence="protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0055 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.438 between residues 28 and 29" 
gene 57070.. 57564 /locus-tag="RL0056" 

CDS 57070.. 57564 /locus-tag="RL0056 " 

/inf erence="similar to 
sequence: INSDC:AF228577" 
/note="similarity : f asta; 
with=UniProt :Q9KIP1 
(EMBL:AF228577) ; Rhizobium 
leguminosarum (biovar viciae).; 
Hypothetical protein.; length=164; 
id 98.780; 164 aa overlap; query 
1-164; subject 1-164" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05544. 1" 

/db-xref ="GI : 115254470" 

/db-xref ="UniProtKB/TrEMBL : Q1MNA8 " 

/ translation="MTILSVYNNNPLIDGRQSDR 

AMMVRRGTQILLHEMRHAVLPELP 

LASGRRADLITLSEKGEIWI IEIKTSIEDFRVDR 

KWPEYRLHCDRLFFATHQDVPLEI 

FPEECGLFLSDGYGAHMIREAPEHRMAPATRKSV 

TLNFSRAAAQRLMMAEWANGKPFT VDDV" 

misc-feature 57070.. 57543 /locus-tag="RL0056" 

/ inf erence="protein 
motif :Pfam:PF06319 .1" 
/note="Pfam match to entry 
PF06319.1 DUF1052" 

gene complement ( 57585 .. 58163 /locus-tag="RL0057" 

) 

CDS complement (57585. .58163 /locus-tag="RL0057" 

) 

/inf erence="similar to 
sequence: INSDC : AF228577" 
/note="similarity : fasta; 



with=UniProt : Q9KIP2 
(EMBL:AF228577) ; Rhizobium 
leguminosarum (biovar viciae).; 
actR; ActR.; length=192; id 
99.479; 192 aa overlap; query 
1-192; subject 1-192" 
/codon-start=l 
/transl-table=ll 

/product=" putative two-component 
response regulator transcriptional 
regulatory protein" 
/protein-id="CAK05545. 1" 
/db-xref="GI : 115254471" 
/ db-xref ="GOA: Q1MNA7 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNA7 " 
/ translation="MTEQNHDNFAASDEDHIGPD 
ASLLIVDDDGPFLRRLARAMETRG 
FQVETAESVAEGVAKSRGRPPKYAWDLRLGDGN 
GLDVIEAIRQRRDDTRI IVLTGYG 
NIATAVTAVKLGAVDYLAKPADADDVFSALTQRP 
GEKAELPENPMSADRVRWEHIQRV 
YEMCERNVS E T ARRLNMHRRT LQR I LAKRAPK " 
misc-feature complement ( 57744 .. 58103 /locus-tag="RL0057" 
) 

/inf erence=" protein 
motif :Pfam:PF0 0 0 72 .9" 
/note="Pfam match to entry 
PF00072.9 Response-reg" 
gene complement ( 58232 .. 59560 /locus-tag="RL0058 " 

) 

CDS complement (58232. .59560 /locus-tag="RL0058" 

) 

/inf erence="similar to 
sequence: INSDC:AF22 8577" 
/note="similarity:fasta; 
with=UniProt : Q9KIP3 
(EMBL:AF228577) ; Rhizobium 
leguminosarum (biovar viciae).; 
actS; Sensor histidine protein 
kinase.; length=436; id 98.624; 
436 aa overlap; query 7-442; 
subject 1-436" 
/ codon-start=l 
/transl-table=ll 

/product=" putative two-component 

regulator sensor histidine kinase 

transcriptional regulator" 

/protein-id="CAK05546 .1" 

/db-xref ="GI : 115254472" 

/ db-xref ="GOA: Q1MNA6 " 

/db-xref ="UniProtKB/TrEMBL : Q1MNA6 " 

/ translation="MIDKPGMIDKTEGYTLEDRH 

NSRRLRLQTLVRLRWLAVGGQALT 

VFIVAFWLKFPLPLVASSSLIAALAWVNFYLTIR 

YPPTHRLEPPAAFALLGFDLLQLC 

ALLFI TGGLANPFAAL VC VP VI ISFASQPIRYST 

ALIGVAMVCITVLAFSPFPLPWFD 

G VE I N VHN VMQ F G VWC S I AS T MAF AAF Y A Y R V S M 

EASQLADALAATELVLQREKHLSQ 

LDGLAAAAAHELGTPLATISWAKEMERELKDDD 

RFREDVMLLRSQSERCRDILRRLT 

TLSSEGEAHMRRLPLSSMIEEIVAPHREFGIRLE 



LIEKCPRKGEPVTDRNAGIMYGLG 
NLIENAVDYAREKVIVTVEHDHDKVLIVIEDDGN 
GYAPDILTRIGEPYVTKRQKEDTA 
GGLGLGLFIAKTLLERSGASLIFENRDPESAGAR 
IRIEWPRMLIDANSTK" 
misc-feature complement ( 58259 .. 58591 /locus-tag="RL0058" 
) 

/ inf erence="protein 
motif :Pf am:PF02518 . 9" 
/note="Pfam match to entry 
PF02518.9 HATPase-c" 
misc-feature complement ( 58709 .. 58909 /locus-tag="RL0058" 
) 

/inf erence= "protein 
motif : Pf am: PFO 0512 .10" 
/note="Pfam match to entry 
PF00512.10 HisKA" 
misc-feature complement ( join (58988 . . /locus-tag="RL0058" 

59056,59084. .59152, 

59186. .59254, 

59405. .59473) ) 

/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="4 probable transmembrane 
helices predicted at aa 51-73, 
124-146, 158-180 and 190-212" 
gene complement ( 59583 .. 62048 /locus-tag="RL0059" 

) 

CDS complement (59583 . .62048 /locus-tag="RL0059" 

) 

/inf erence="similar to 
sequence: INSDC:RM49051" 
/inf erence="similar to 
sequence : INSDC : SME59 17 82" 
/note="similarity : f asta; 
with=UniProt :Q52902 

(EMBL:RM49051) ; Rhizobium meliloti 
(Sinorhizobium meliloti).; HelO.; 
length=821; id 74.908; 817 aa 
overlap; query 6-820; subject 
4-820 similarity : f asta; 
with=UniProt :Q92TA0 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; ATP-DEPENDENT HELICASE 
PROTEIN.; length=820; id 74.939; 
818 aa overlap; query 6-821; 
subject 3-820" 
/codon-start=l 
/transl-table=ll 

/product= "putative ATP-dependent 

helicase protein" 

/protein-id="CAK05547. 1" 

/db-xref="GI : 115254473" 

/ db-xr e f = " GOA : Q 1MNA5 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNA5 " 

/ translation="MTISASLPELPVSHVLPVVA 

aalekqkravlsappgagkttlvp 
lyllgqawrgdgki illeprrlaaraaasrmasl 
igeqvgetvgyrmrldnrisaa.tr 
iewtegvfarmilddpeltgvswifdefhers 
l d adf g l al al d vq salredlril 



VMSATLDVERVAALLDHPPVIESLGRSFPIDIRY 

QDRPGGERIEDAVTRAILDAHANE 

TGSILAFLPGQAEITRTVERLQGRFGAETLIAPL 

YGNLSQKEQDAAIRPASQGMRKIV 

LATSIAETSITIDGVRIVIDSGLQRLPVFEASTG 

ITRLETVRVSRASADQRAGRAGRT 

EPGTAVRLWHQGQTAALPAFTPPQ I LSSDLSGLV 

LDLAHWGVQDPASLAFVDQPPETT 

LREARVLLGQLGALDKDGALTARGKVMRDLALPP 

RL AAMWS AGE AGQ ARD AAM I AVL 

LTEQGLGGTSVDIEERLRRFKVERGERAEASRRL 

AGRLASGLDRGAATAPALAGQLLL 

HAFPDRIALQRGGRGRFVMANGRGAELPETERLA 

GSQMLVIADLTGRAAQARVLAAAE 

VTRGDIEAELPGEIKTGDQIFFDRQSRQIRARRA 

TRLGAIVFEETPLPRPSGAAVTQA 

LVEGVRELGLDQLSFSKEAVQLRERIGFLHRTIG 

EPWPDVSDDALLSRLDEWFAPFQT 

EARGLSEISAAGLSNGLMSLVPHELQRDLSRLAP 

THFEAPTGQRHP I QYEGEEPVLT I 

RVQELFGLKQHPAIAGGRLPLLLELTSPAHRPIQ 

TTRDLPGFWAGSWKDVRADMRGRY 

PRHPWPERPEDALPTTRAKPRGT " 

complement (60570 . .60866 /locus-tag="RL0059" 

) 

/ inf erence="protein 
motif :Pfam:PF04408.6" 
/note="Pfam match to entry 
PF04408.6 HA2" 
.61325 /locus-tag="RL0059" 

/inf erence= "protein 
motif :Pfam:PF0 02 71 .13" 
/note="Pfam match to entry 
PF00271.13 Helicase-C" 
.62024 /locus-tag="RL0059" 

/inf erence= "protein 
motif :Pfam:PF0 02 70 .12" 
/note="Pfam match to entry 
PF00270.12 DEAD" 
,62992 /locus-tag="RL0060" 

,62992 /locus-tag="RL0060" 

/inf erence="similar to 
sequence: INSDC:AE0 0 792 8" 
/inf erence="similar to 
sequence: INSDC : AP0 03 0 0 1 " 
/note="similarity: fasta; 
with=UniProt : OCD-AGRT5 
(EMBL:AE007928) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; arcB; Ornithine 
cyclodeaminase (EC 4.3.1.12) 
(OCD).; length=354; id 30.882; 272 
aa overlap; query 44-313; subject 
57-320 similarity: fasta; 
with=UniProt : Q9 8GR8 
(EMBL:AP003001) ; Rhizobium loti 
(Mesorhizobium loti).; Ornithine 
cyclodeaminase; Ocd2 . ; length=321; 



complement ( 61044 . 



complement ( 61527 . 



complement ( 62 0 45 . 
) 

complement ( 62 0 45 . 



misc-f eature 



gene 
CDS 



id 54.232; 319 aa overlap; query 
1-311; subject 1-319; putative 
ornithine cyclodeaminase" 
/codon-start=l 
/transl-table=ll 

/product=" Ornithine cyclodeaminase 
(OCD) ." 

/protein-id="CAK05548 .1" 

/db-xref="GI : 115254474" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNA4 " 

/ translation="MLVLDEEQTRAALPWPELIE 

AIARMFQSECVMPVRHHHEMEVPH 

EESATLLLMPAWVPGRYAGVKTVSVFPGNVRRGL 

PAIFGTYLLSSGATGEMLAAIDGG 

E L T ARRT AAAS AL AARH L ARAD AE ELLVCGTGRL 

S LNLMLAHGT T RP I KRYRVWGRNG 

QAAEKIAAEARALGLNAEAVADAEAAARTADI I S 

CATLSSAPLISGEWLKPGAHLDLV 

GAFKPSMRESDDAAIRRASVYVDTRAGAIAEAGD 

IVQPLKSGVLKEGDIRAELAELVS 

GAHGGRS H DAE I T L F K S VG AAL E D LAG A I L AY KT 

VTGQK" 

complement (62045. .62992 /locus-tag="RL0060" 



/ inf erence="protein 
motif :Pfam:PF02423 .5" 
/note="Pfam match to entry 
PF02423.5 OCD-Mu-crystall" 
/gene="16S rRNA" 
/gene="16S rRNA" 
/product="16S ribosomal RNA" 
/gene="tRNA-Ile" 
/gene="tRNA-Ile" 
/product="tRNA-Ile" 
/note="anticodon GAT" 
/ gene= " t RNA-A1 a " 
/gene="tRNA-Ala" 
/product="tRNA-Ala" 
/note="anticodon TGC" 
/gene="23S rRNA" 
/gene="23S rRNA" 
/product="23S ribosomal RNA" 
/gene="5S rRNA" 
/gene="5S rRNA" 
/product="5S ribosomal RNA" 
/gene="tRNA-Met" 
/gene="tRNA-Met " 
/product="tRNA-Met" 
/note="anticodon CAT" 
.71670 /locus-tag="RL0061" 



63649. .65093 
63649. .65093 



65462. .65538 
65462. .65538 



65632. .65707 
65632. .65707 



66549. .69209 
66549. .69209 



69432. .69551 
69432. .69551 



69764. .69840 
69764. .69840 



complement ( 70180 . 
) 

complement ( 70180 . 



.71670 /locus-tag="RL0061" 

/inf erence="similar to 
sequence: INSDC : AP006577" 
/ note=" similarity : fast a; 
with=UniProt :Q7NGT7 
(EMBL:AP006577) ; Gloeobacter 
violaceus.; Glr2801 protein.; 
length=453; id 44.892; 372 aa 
overlap; query 5-374; subject 
1-355" 



/codon-start=l 
/transl-table=ll 

/product= "putative alpha-amylase 

family protein" 

/protein-id="CAK05549 .1" 

/db-xref="GI : 115254475" 

/ db-xref ="GOA: Q1MNA3 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNA3 " 

/ translation="MKQTMSTWPKHPVIYEINTW 

VWLGEVSRKYQRPVNLSSVPADEW 

DRIASFGLDAVWLMGVWERSPAGIEISMQNERLL 

EDFRRALPDFTPEDNVGSPYCVRR 

YWDDHLGGPQGLAVARSMLHERGLRL I LDFVPN 

HVAPDHLWVRDQPGYFVQGSDDDA 

RNDP AS F AT VG S KVF ARGRDP F FPAWPDVLQLNT 

FSPALRETWE T I AE I AGQCEGVR 

CDMAMLVLNTIFERTWGDHAGAKPDDDYWSTI IP 

TIKSRYPEFKFIAEAYWDLEWELQ 

QQGFDYCYDKKLYDRMEHGDAESVRQHLLADSTY 

QEKMVRFIENHDEPRAAAAFPLEK 

ARAAAVAMLTLTGAKLLHEGQFEGATTRLPIFLG 

RRPVASVDCDLSAFYARLLTAIHG 

E FI 11GE F L ET Ell. PHIL JCWAKGE 

ARCLIVINFSETASQALVHVPWDE 

LRGKEWRLDDVLSEDCYDRNGSEIRDVGLHVDLW 

PWKSSLFELRAR" 

misc-feature complement ( 70498 .. 71613 /locus-tag="RL0061" 
) 

/ infer ence= "protein 
motif :Pfam:PF00128 .11" 
/note="Pfam match to entry 
PF00128.il Alpha-amylase" 
gene complement ( 71667 .. 74426 /locus-tag="RL0062 " 

) 

CDS complement ( 71667 .. 74426 /locus-tag="RL0062" 

) 

/note=" similarity: fast a; 
with=UniProt : AAP49329 ; length=920 ; 
id 59.935; 926 aa overlap; query 
5-916; subject 1-908" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05550 .1" 

/db-xref="GI : 115254476" 

/db-xref ="UniProtKB/TrEMBL : Q1MNA2 " 

/ translation="MDKKLASARTGAETKRLAEA 

RDRGINWKKWGPYLSERQWGTVRE 

DYSETGDAWNFFTHDHARSRAYRWGEDGIAGISN 

DKQNLCFALALWNGKDP I LKERLF 

GLTNNEGNHGEDVKEYYFYIDSTPTHSYMKYLYK 

YPQAVFPYADLVETNGRRSRNEFE 

YELLDTGVFDDDRYFDVFVEYAKAAPEDILVKIT 

AFNRGP DAANL HL LP T L WF RN D WA 

SWIAETSRAARKPNLRQIEAAAGQSTVAATDSVG 

GAFLLSCEGDVPLLFTENETNAER 

LFPGQRNESLYVKDGINNFWQGDQNAVNPERQG 

TKVAAHYRMTIAPGQSATVRLRLS 

AAKTAQARTAQNGFGKEFDQTLAERLQEADEFYS 

SLTPSSVSPDAANVMRQAIAGMLW 

SKQFYFFDGDNWLDEHHSNPLHAGYRHTRNSDWF 



HMLNEDVISMPDKWEYPWYAAWDL 
AFHTLPIAIVDPDFAKDQLKLMLRGVYLHPNGQM 
PAYEWNFGDVNPPVHAFATLFLHR 
TEQALRGETDVQFLREAFNKLVLNFTWWVNRKDR 
FGKNVFEGGFLGLDNIGIFDRSAP 
LPTGGHLEQADGTAWMALFSQNMMELAVELAVHD 
PTYEDMWKFAEHFYYIAGAMNQP 
DKGGMWDEEDGFYYDLLRLPDGSGTRLKVRSMVG 
L L P L C AAT VME PWQRERIP R AME Q 
LAQRMRRMPELQQNIHVTGPGHYGVSDRGMFALV 
NSERLRRILSRMLDENEFLSSYGI 
RSLSKVHERDPYVFQVQGQEYRVDYLPSESNTGM 
FGGNSNWRGPVWMPVNVLI IRALQ 
NFYLYYGDNFKIECPTGSGKLMNLFEVSKEIADR 
LGRIFLRDEHGRRAVYGGTEKFQT 
DPHWRDLVLFYEYFHGDNGAGLGASHQTGWTGLI 
AKTIQLYGLLDPQKALEVGKQAAF TQNPK" 
gene complement ( 74746 .. 76002 /locus-tag="RL0063" 

) 

CDS complement (74746. .76002 /locus-tag="RL0063" 

) 

/inf erence="similar to 
sequence: INSDC:HSH953 02" 
/note="similarity : f asta; 
with=UniProt :Q92ZX0 
(EMBL:HSH95302) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; Putative membrane 
protein.; length=42 0 ; id 76.667; 
420 aa overlap; query 1-418; 
subject 1-420" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05551 .1" 
/db-xref="GI :115254477" 
/ db-xref ="GOA: Q1MNA1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNA1 " 
/ translation="MFSTQIKMLERREYDRARRK 
LSESTPGHRGIARQFFLAVAFWA 
ANAPSWSQEDEAKHYSKEAMQQALQTRDQYDVYG 
LRFGVGKSTLQPGAETLLDDIATA 
LKNFPDWSLRIVGHTDASGNAETNERLSLERANA 
IKAALVERGVNTDRLLAAGAGQTR 
P I ASNETAEGKALNRRVE LVRLT D S AE AKKL L KG 
MSDYLAAQKTI SFAYDANLQWTN 
SEQKLGLTSSGTWLSRPDKVHTTRSGGFVEIEA 
LFDGKTLTLLGKNLNKYTQVDIPG 
TVDHLIDELKDRYGLPLPAADLLMTNSYDELMQG 
VYDSKDLGSGVINGAECDSLAFRK 
DEVDFQIWVAQGAQPYPCRLVITSRMVKGGPEYS 
VQVRDWKSGDELMPGDFGFKNPTN 
AEKVNIKDIQSNLGDLPGNFVRGDGK" 
misc-feature complement ( 75478 .. 75765 /locus-tag="RL0063" 
) 

/ inf erence="protein 
motif :Pfam:PF00691 .7" 
/note="Pfam match to entry 
PF00691.7 OmpA" 
gene complement ( 76906 .. 78225 /locus-tag="RL0064" 

) 



CDS complement (76906. .78225 /locus-tag="RL0064" 

) 

/inf erence="similar to 
sequence: INSDC:AP0 03 006" 
/note="similarity : fasta; 
with=UniProt : Q9 8C9 8 
(EMBL:AP003006) ; Rhizobium loti 
(Mesorhizobium loti).; M115242 
protein.; length=46 8; id 49.423; 
433 aa overlap; query 8-439; 
subject 22-454" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05552 .1" 

/db-xref="GI : 115254478" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNA0 " 

/ translation="MPETLSTDADLDRLPTDDDL 

SRLQFTTVLYYLHCTNPDNGLVRD 

KTEPNAPAS I AAI GMALAT I PVWERGVL I RE FA 

AKITRNRLRYLMACPQGPEPDSSG 

YKGFFYHFLDIETGRRVWQCELSTIDSAFLFAGA 

LTVATYFDRDTADEAEIRGLATAL 

YERADWNWARDGGATLTHGWRPESGFIPYRWRGY 

DEGLLLYIIGLGSPTHPLPPESYA 

AYTESYEWRNIYGRELLYSGPLFTHQLSHMWIDF 

RGIRDAFMREHDTDYFENTRHATY 

VQQE YAI RNPMNFAGYGEHCWGF T AC DGPGWGKR 

TTEGVDREYFDYIARGAPFGPDDG 

TIAPWVAVASLPFAPEIWPTVRNFARMNLGMTR 

LYGFKPSFNQTYAVEKSPTGWWVS 

PHHFGIDQGPWLMIENYRTGLLWS IMRRCRP IV 

TGLRRAGFSAGWL " 

gene complement ( 78231 .. 82121 /locus-tag="RL0065" 

) 

CDS complement ( 78231 .. 82121 /locus-tag="RL0065" 

) 

/inf erence="similar to 
sequence: INSDC : AY281354" 
/inf erence="similar to 
sequence: INSDC :SME59 1793" 
/note="similarity : fasta; 
with=UniProt :NDVB-RHIME 
(EMBL:SME591793) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; ndvB; Protein ndvB.; 
length=2832; id 40.078; 1290 aa 
overlap; query 17-1282; subject 
1556-2832 similarity : fasta; 
with=UniProt :Q7X325 
(EMBL:AY281354) ; uncultured 
Acidobacter ia bacterium.; Putative 
cyclic beta l'-2' glucan 
synthetase.; length=2714; id 
44.648; 1308 aa overlap; query 
2-1296; subject 1418-2711 Similar 
to codons 1550 to the C-terminus 
of Rhizobium meliloti 
(Sinorhizobium meliloti) Protein 
ndvB (2832 aa) , and similar to 
codons 1420 to the C-terminus of 



uncultured Acidobacter ia bacterium 

Putative cyclic beta l'-2' glucan 

synthetase (1308 aa) " 

/codon-start=l 

/transl-table=ll 

/product="putative glycosyl 

transferase" 

/protein-id="CAK05553 .1" 

/db-xref="GI : 115254479" 

/db-xref="GOA:QlMN99" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN9 9 " 

/ translation="MATSTADAPRHDSIAELNPS 

SAVALLSNDRYSVLVTAAGAGYGM 

WQGLDITRWREDSTRDCWGQFCYVRDLTDNDLWS 

IGRQPLFRPSNIYEHAFHGNRAEL 

SCHAGD I E I AS K I C VAP DVDVE VRML TVTNHGTR 

ERTLELTSYAEVCLYNRSADMAHP 

GFAKLFVETQF DE AT G AL F ARRRP RAAGEKAT WA 

VHVSSSNLQPAQAAQYETDRLRFL 

GRGRTTANPVAFDAGASLSGTTGPVLDPIFCLRR 

TVRLAPGADARIAFVTGAADDQSA 

VQ L I AKR Y AE I DAVE QAFSDASRRYESELQTLGL 

KPGDISLFNRLAGSVIFANPAMRQ 

ATDLQRDRWDRAALWAHGISGDLPIVLVRANSDR 

HHAL'T'l'TlIAHDFARRRGLRFDL 

IL~T'EGG;:A;:AI:PLAEI:LY;;,GPQAEMIGKPGGIF 

ILSEPDTGNDHLATIAAAARWLL 

GSGGELGDQLNRLSPARSPLSPTFTTRLNEQPAA 

PLPKPAEDLQYWNGLGGFTADGHE 

YWRVDALKPQAPTLPPAPWTNVIANPHFGCLTT 

EAGLGYTWAENSQMNRLTPWSNDP 

VTDAPGEVLYLRDEETGDIWTPTPLPLGPGAVVT 

VRHGQGYSRYTSFSRHLSQELTVS 

VAPN DP VK I MR L RL C HE D T RYRH YT A I YF AE WVL 

GTQREQTAARWCERDARSGAIVA 

RNPWAGDFAGRLAFAAASQPARSTTSDRTEFLGQ 

YGSVFQPAALGRTDLAERFGPLLD 

PCAALMVDISLRPNESREIVFVLGQAADLDEVSR 

LVHEHTDLEF 

ILNSIQVSTPDTGVNLMMNRWLVYQVLACRMWAR 

TSNYQSGGAYGFRDQLQDVMALVY 

SVPSEARSHILRSAARQFEEGDVQHWWHPPSGVG 

VRTRITDDLYFLPLWHHYVSTTG 

DVQLLDETVPFITSPVLRDDQEEDFNQPATSEQS 

GTVYEHCVRALEHGYRLGSHGLPL 

MGTGDWNDGMNKVGAGGKGESVWNGWLYLTVLKS 

FAEISASRGDQSRAAWCRERVEAL 

RIALEANAWDGGWYRRAYFDDGTPLGSSLNDECQ 

IDAIPQAWAVI SGEADAERASQAM 

RAVHDRLVRQEDRLIKLFDPPFDDGVLQPGYIKG 

YVPGIRENGGQYTHAATWWWATA 

LQGDGDLALKLWNL INP I YHGATKDQVERYKVEP 

YAVAADIYGAPPHTGRGGWTWYTG 

SASWLYRVALEAILGFRQEGRFLRFEPCVPAGWP 

AYEIAYRYGSATYRIHFDNSKGIG 

RGVQ S VT L DGE L VANE S VP L AQ D ART H D VH V 1 1 G 

misc-feature complement ( 79809 .. 80078 /locus-tag="RL0065" 
) 

/ inf erence="protein 
motif :Pfam:PF062 05. 1" 
/note="Pfam match to entry 



PF06205.1 GT36-AF" 
misc-feature complement ( 80091 .. 80417 /locus-tag="RL0065" 
) 

/inf erence=" protein 
motif :Pfam:PF06165. 1" 
/note="Pfam match to entry 
PF06165.1 Glyco-transf-36" 
misc-feature complement ( 80421 .. 80633 /locus-tag="RL0065" 
) 

/ inf erence="protein 
motif :Pfam:PF06204. 1" 
/note="Pfam match to entry 
PF06204.1 CBM-X" 
misc-feature complement ( 81294 .. 81566 /locus-tag="RL0065" 
) 

/ inf erence="protein 
motif :Pfam:PF062 05. 1" 
/note="Pfam match to entry 
PF06205.1 GT36-AF " 
misc-feature complement ( 81615 .. 81944 /locus-tag="RL0065" 
) 

/inf erence=" protein 
motif :Pf am: PF06 165.1" 
/note="Pfam match to entry 
PF06165.1 Glyco-transf-36" 
misc-feature complement ( 81948 .. 82121 /locus-tag="RL0065" 
) 

/inf erence= "protein 
motif :Pfam:PF062 0 4. 1" 
/note="Pfam match to entry 
PF06204.1 CBM-X" 
gene complement ( 82152 .. 84617 /locus-tag="RL0066" 

) 

CDS complement ( 82152 .. 84617 /locus-tag="RL0066" 

) 

/EC-number="4 . 1.2.9" 
/inf erence="similar to 
sequence: INSDC : LPE3 09 0 1 1 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : f asta; 
with=UniProt : XPKA-LACPE 
(EMBL:LPE309011) ; Lactobacillus 
pentosus . ; xpkA; 
Xylulose-5-phosphate 
phosphoketolase (EC 4.1.2.9).; 
length=787; id 51.216; 781 aa 
overlap; query 25-802; subject 
6-783 similarity : f asta; 
with=UniProt : PHK1-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Probable 
phosphoketolase 1 (EC 4.1.2.-).; 
length=EC ( 789; id 87.959; 789 , 
overlap; query 32-820; subject 
1-788" 

/ codon-start=l 
/transl-table=ll 
/product=" putative 
xylulose-5-phosphate 
phosphoketolase" 



/protein-id="CAK05554. 1" 
/db-xref="GI : 115254480" 
/ db-xref ="GOA: Q1MN9 8 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MN9 8 " 
/ trans lation="MVSLKTARDAKVALHAKMAT 
GGPLSTEELQSIDAYWRASNYLSV 
GQIYLLDNPLLKEPLRREHIKPRLLGHWGTSPGL 
NML YVHLNRVI KRDDLEMI YVI GP 
GHGGPSLVAHAYLEGTYSEVYPNISQDAEGMKRL 
FKQFSFPGGIPSHVAPETPGSIHE 
GGELGYALSHAYGAAFDNPNLIVACWGDGEAET 
GPLATGWHGNKFLNPARDGCVLP I 
LHLNGYKIANPCFLARIPRDELRKFFEGMGYTPY 
FVEGSDPENVHQQLAGVLDTAVAD 
IQEIWATARTKGKIKRPMWPMI IFRTPKGWTCPP 
E I DGKKCEDYWRAHQVPMGDMDKP 
EHIRILQEWMKSYRPEELFDDSGRFKPGLAALAP 
VGQRRMSDNPHANGGLLLRDLKMP 
DFRDYAVSVPSPGQTHTEAARVMGKFLRDIMKMN 
MDSKNFRLFSPDENNSNRWQDVLE 
VTDRCYMADIYPEDDHLSPDGRVMEVLSEHQCQG 
WLEGYLLTGRHGFFSCYEAFIHI I 
DSMFNQHAKWLKVCND I PWRRS VAS LNYFLS S HV 
WRQDHNGFSHQDPGF I DHWNKKA 
DWRIYLPPDANTLLSVTDHCLRSRNYVNVWAG 
KQPAPQlvLTUDQAIKHCCEGLGIK 
EWASNDKlt, EEE'-ILA ' ''_-,D"PTLETLAAVELIR 
EHLPELKVRVINWNLMKLQPPSE 
HPHGLPDRDFDALFTKNKPIIFAFHGYPWLIHRL 
TYRRTNHGNLHVRGYKEEGTTTTP 
FDMWLNEMDRFHLVEDVIDRLPQLGARAAYFKQ 
AIREKLVEHRQYIEKYGDDMPAI S 
GWKWGSKAQPKTRQRTSTEGDNA" 
misc-f eature complement ( 82206 .. 84551 /locus-tag="RL0066 " 
) 

/ inf erence="protein 
motif :Pfam:PF03894.3" 
/note="Pfam match to entry 
PF03894.3 XFP" 

gene complement ( 84994 .. 85662 /locus-tag="RL0067" 

) 

CDS complement (84994. .85662 /locus-tag="RL0067" 

) 

/inf erence="similar to 
sequence: INSDC : AE007225" 
/note=" similarity : fast a; 
with=UniProt :Q92ZW4 
(EMBL:AE007225) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein.; 
length=217; id 57.746; 213 aa 
overlap; query 7-219; subject 
1-213" 

/codon-start=l 
/transl-table=ll 
/product="putative CBS domain 
protein" 

/protein-id="CAK05555. 1" 
/db-xref="GI : 115254481" 
/db-xref ="UniProtKB/TrEMBL : Q1MN9 7 " 
/ translation="MLVKDVMITKWGVSPDNSV 
RRAAE IMLANHVSGVPVI DDAGRL 



VGIISEGDLLRRTELGREATAELGTSALTAEEKA 

TAYVRSNAWRVADVMSCDP I WEG 

DT S LARVS ALMQEHH I KRLP VMRDGVL VG I VS RA 

DLLKAIVTADQDETASGDEAIRRS 

IATRLSENADLLGKDTTVTVTDGVAHLWGTIDTE 

ECKKAARVAAE SVRGVRRWEHF S EDRR" 

complement ( 85021 . . 85191 /locus-tag="RL0067" 

) 

/inf erence=" protein 
motif :Pfam:PF0 49 72 .3" 
/note="Pfam match to entry 
PF04972.3 BON" 

complement (85234. .85392 /locus-tag="RL0067" 

) 

/inf erence= "protein 
motif : Pf am: PFO 0571 .13" 
/note="Pfam match to entry 
PF00571.13 CBS" 

complement (85489. .85650 /locus-tag="RL0067" 

) 

/inf erence= "protein 
motif : Pf am: PFO 0571 .13" 
/note="Pfam match to entry 
PF00571.13 CBS" 

complement (85775. .87463 /locus-tag="RL0 06 8" 

) 

complement (85775. .87463 /locus-tag="RL0068" 

) 

/inf erence="similar to 
sequence: INSDC : AP005369 " 
/note="similarity : f asta; 
with=UniProt :Q8DM9 8 
(EMBL:AP005369) ; Synechococcus 
elongatus (Thermosynechococcus 
elongatus) . ; ATP-binding protein 
of ABC transporter.; length=616; 
id 38.973; 526 aa overlap; query 
30-555; subject 84-608" 
/codon-start=l 
/transl-table=ll 

/product="putative component of 

ABC transporter" 

/protein-id="CAK05556 .1" 

/db-xref="GI : 115254482" 

/db-xref="GOA:QlMN96" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN9 6 " 

/ translation="MDTQQIPFKVTAVRFVRAVK 

VFMS S E VGGKAALMF AGL VAL FLA 

LSGLNVANSYVGRNFMTAIANRQTPEFMRQAIFY 

I GVF AAF T I VAWS RF I E E RL AL L 

WREFLTRRAVSLYLADRAYYHLDVSGQLTHPDQR 

IAEDMRVFTVTTLSFILMILNSSL 

TIIAFSGVLWS ISPLLFAVAWYAACGSYLTIAL 

GRPLIKLNYDQLDKEASFRSGLIQ 

VRENAEGIMLAHCEEQQGFRLLRRLDDAVANFRK 

VTAINRNVGFF TTGYNWL I Q 1 1 PA 

L 1 1 AP AY I RGN IDFGVITQS G AAF AML VG AF S L V 

I TQFQS I S TFAAWARL S S LME AI 

ERAGTPADAGIEWEGKERLAYEQLTLLHATNSV 

PIVKDVSISIPLGTRVLITGPARD 

AQAALFRATAGISFKGSGRI IRPAADDILFLPQR 

PYLPTGTLRQILVRNERAGKIPDD 



RIVQFLRELNLEHVLEQAGGLNTEQNWEILLSPQ 
EQQLLAFINILIAAPQFAFLDRLD 
ATLGLERLHTIMQMLSESSITYINNAETAALRDY 
HDAVLECGEDGGWVWTVNRA" 
misc-f eature complement ( join ( 86528 . . /locus-tag="RL0068" 

86596,86615.-86683, 

86882. .86950, 

86969. .87037, 

87179. .87238, 

87299. .87367) ) 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="6 probable transmembrane 

helices predicted at aa 33-55, 

76-95, 143-165, 172-194,261-283 

and 290-312" 

misc-feature complement ( 86543 .. 87376 /locus-tag="RL0068" 
) 

/ inf erence="protein 
motif :Pfam:PF0 066 4.9" 
/note="Pfam match to entry 
PF00664.9 ABC-membrane" 
gene complement ( 87586 .. 89265 /locus-tag="RL0069" 

) 

CDS complement ( 87586 .. 89265 /locus-tag="RL0069" 

) 

/inf erence="similar to 
sequence :INSDC:AE0 0926 0" 
/inf erence="similar to 
sequence: INSDC: 139 710" 
/note="similarity : f asta; 
with=UniProt:Q59152 (EMBL : 139 710) ; 
Agrobacterium tumef aciens . ; celD; 
CelD protein.; length=584; id 
64.159; 452 aa overlap; query 
10-460; subject 1-452 
similarity: f asta; 
with=UniProt : Q8UAR8 
(EMBL:AE009260) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; celD; Cellulose 
biosynthesis protein.; length=553; 
id 62.202; 545 aa overlap; query 
7-545; subject 3-547" 
/ codon-start=l 
/transl-table=ll 
/product="putative cellulose 
biosynthesis protein" 
/protein-id="CAK05557. 1" 
/db-xref="GI : 115254483" 
/db-xref="GOA:QlMN95" 
/db-xref="UniProtKB/TrEMBL:QlMN9 5" 
/ translation="MTYGVLGADMRIDI IDTIAG 
FEAVRENWDQVFMEDPDAQHFLSW 
I WMKNYLSRRRRWF I LALRERDPEAP YVAFFP LR 
LITHLNEKTGLFYDEIIMAGNFAA 
DYTGFIVRPDYEHHAIAGFASFLKHQNWTDLKLE 
YFSGPAGRREKMIEALQGPEVMFR 
DSSPKNSENIDNTICPIVPLPASFDDYLEQRMSS 
QTRQKLRRFLRKVEGDDVYRI TMA 
TAETIDRDLDILFNLWRIKWSARKGTERTERLI I 
TTREMLMDSFNCGNLEVPVFWHGD 



QPLGALANIIDRQKKAILFYITGRDENWKTPSPG 
LILHGYCIRRAIEHGFKTYDFLRG 
NEPYKYMFGVEERRISCTLFRTRNGQNLHGVLNP 
RSI RFVYEQAL DMYRNGAR S KAE I 
AFNQVLQSAPGHTGAEFGLANLLFDRGKLTEAQA 
AYKVLVEQAPDPTPIQMRLGDTQL 
ALHQYDQAAETFRQIGEIGPHLIQAHYKRGIALA 
AS KRL AE AE AVF AAI QE VH S D DP T 
ALDYVAKASAALERIRVSAEPAPCKTDAVPETIA 
RWNRGRQLSERRRPRLH" 
misc-feature complement ( 87748 .. 87849 /locus-tag="RL0069" 
) 

/ inf erence="protein 
motif :Pfam:PF00515. 11" 
/note="Pfam match to entry 
PF00515.il TPR" 
misc-feature complement ( 87850 .. 87951 /locus-tag="RL0069" 
) 

/ inf erence="protein 
motif :Pf am: PF00515.il" 
/note="Pfam match to entry 
PF00515.il TPR8 " 
misc-feature complement ( 87952 .. 88053 /locus-tag="RL0069" 
) 

/ inf erence="protein 
motif :Pfam:PF00515. 11" 
/note="Pfam match to entry 
PF00515.il TPR8 " 
gene complement ( 89508 .. 89999 /locus-tag="RL0070" 

) 

CDS complement (89508. .89999 /locus-tag="RL0070" 

) 

/inf erence="similar to 
sequence: INSDC : B9 83 1 8 " 
/note=" similarity : fast a; 
with=UniProt:Q8UAP9 (EMBL : B983 1 8 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Hypothetical 
protein Atu3324.; length=170; id 
77.160; 162 aa overlap; query 
1-162; subject 7-168" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05558 .1" 
/db-xref="GI : 115254484" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN9 4 " 
/ translation="MAAMSDVLLRVGRLNYVWTN 
TESLLIYIIAHLLRVEKDAAIWF 
LTLNTTRARIDLIERLSKLASTSPSDRKAILSAM 
SRLKKESKTRNKYNHCIYSFDEKG 
DISSTQLMRLVEDDKQIRYGKIEQMDAREIEHLE 
KSIAEIVAISRTLWAFIHASPQIS GEL" 
gene complement ( 9 0 1 1 7 .. 9 1 466 /locus-tag="RL0071" 

) 

CDS complement (90117. .91466 /locus-tag="RL0071" 

) 

/inf erence="similar to 
sequence : INSDC :C9 59 53" 
/inf erence="similar to 
sequence: INSDC :C98318" 



/note=" similarity : fast a; 
with=UniProt:P96438 (EMBL : C95953 ) ; 
Rhizobium meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
expD2 . ; length=Hypothetical 
protein; id 32.710; 428 aa 
overlap; query 24-448; subject 
52-472 similarity : fasta; 
with=UniProt:Q8UAQ0 (EMBL : C9 83 1 8 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Secretion 
protein, HlyD family.; length=497; 
id 80.778; 43 7 aa overlap; query 
13-449; subject 61-497; putative 
HlyD family secretion protein" 
/ codon-start=l 
/transl-table=ll 
/product="Hypothetical protein 
expD2 . " 

/protein-id="CAK05559 .1" 

/db-xref="GI : 115254485" 

/db-xref="GOA:QlMN93" 

/db-xref="UniProtKB/TrEMBL:QlMN93" 

/ translation="MGRKNRETTGPVQLEWYSDV 

PRS IRVHSIVGLTVLFTSFGGFGF 

WAATAPLASAVIAQGSFVATGNNKI IQHLEGG I I 

KEMRVSEGDTVKEGDILLTLDPTA 

SRSNERMLQLRRLRLEAWARLRAEAQGLRQFQL 

PDIVTKEAGDPDINAI IQSQNWF 

HSKQIKLEEQLNLIGKNIASLEFRFVGYRGQRES 

FERQLSLLTEERDSKARLVKVGYM 

RKTDLLAIERAIADAMGDIARLNGELNESEAEIA 

KFRQEAVIAVNSNKQAALDALETA 

ETDLDSVREQMREAAGVLERTTIRSPVSGTWRS 

YFHTAGGVITTGKPIMEILPSHVP 

L I LEAKVLRTS I DQLHEGETAS IRLTALNRRT TP 

VLQGKVFYVSADSIEENAGASVKD 

VYIVRVGIPDSEIARVHNFHPVPGMPAEVLIQTS 

ERTFFEYLSKPITDSMSRAFKER" 

complement (90336 . .91271 /locus-tag="RL0071" 

) 

/ infer ence= "protein 
motif :Pfam:PF00529 .8" 
/note="Pfam match to entry 
PF00529.8 HlyD" 

complement (91323 . .91391 /locus-tag="RL0071" 

) 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="l probable transmembrane 

helix predicted at aa 26-48" 
complement (91472 . .93769 /locus-tag="RL0072" 
) 

complement (91472 . .93769 /locus-tag="RL0072" 
) 

/inf erence="similar to 
sequence: INSDC:AE0 09262" 
/note=" similarity : fasta; 
with=UniProt : Q8UAQ1 
(EMBL:AE009262) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; ABC transporter, 



nucleotide binding/ATPase 
protein.; length=690; id 82.138; 
683 aa overlap; query 88-765; 
subject 9-690 Similar, but 
truncated at the N-terminus to 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970) ABC transporter, 
nucleotide binding/ATPase protein 
(690 aa)" 
/ codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 
component of ABC transporter" 
/protein-id="CAK05560 . 1" 
/db-xref ="GI : 115254486" 
/db-xref="GOA:QlMN92" 
/db-xref="UniProtKB/TrEMBL:QlMN9 2" 
/ translation="MNQISKQIFAAGSALDLRSG 
TIPSAAPSEATMTDVCVSAIDEAV 
ENLRRLSGAAASSPDRPKKTSEAAANEAADIGRA 
SATQAP L P E KMWP EAKVE T AP P V 
AVAQGLATAKTPEAPARPQIEARVSPEQPKEKIE 
LKSSPTMPFAKTIEGESGPISENN 
RRMRAGGGGNGKDSDPGGGGGGGGGSGGGFHKRS 
EPVNFAAS L S RGMAAVRHNMVWM 
MFTIAINVLLLAIPLYLFQISDRVLTSRSVDTLV 
MLSIAVIGAVLLQAFMDSVRRFIL 
MRT AVE LEVQ L GAP I L S AAARAS LHGSGKDYQTL 
QDLQLLRGFLTSGTLIAFLDAPLM 
PFFWWYFVHPHLGI I IMVCCAVLFVI AYLNQK 
FTARQFAESNGYLSRANFHLDSMS 
RN S Q 1 1 N AMAM I P E AVKMWG RE T AG S L K S Q VE AQ 
DRNIIFSGISKACRMITQVTLLGW 
GAHLSLSGELTGGMVIAASIISGRALAPIEGAIE 
GWNQFNRSAAAYSRIKGLLLNSPL 
NFPRLRLPNPEGRLDVERILFVPPPQKKVILNGI 
SFSLRKGESLAIIGNSGSGKTTLG 
KMLVGSIVPTSGNVRLDLMDLRNWDQRQFGESIG 
YLPQDVQLFPGTIKANICRMRDDV 
DDHQIYDAAVLADVHELIAGFPQGYETIVAADGA 
PLSGGQKQRIALARAFFGNPKFW 
LDEPNSNLDTQGEAALAKAL I HAKKQG ITTVT I T 
QRPALLQCVDKILVLKDGTVAMFG 
ERIEVLQALSKNNGNNGQQAPRIEG" 
misc-feature complement ( 91568 .. 92125 /locus-tag="RL0072" 
) 

/ inf erence="protein 
motif :Pfam:PF00005. 11" 
/note="Pfam match to entry 
PF00005.il ABC-tran" 
misc-feature complement ( 92333 .. 93130 /locus-tag="RL0072" 
) 

/inf erence=" protein 
motif :Pfam:PF00664 . 9" 
/note="Pfam match to entry 
PF00664.9 ABC-membrane" 
misc-feature complement ( j oin ( 92363 . . /locus-tag="RL0 0 72 " 

92431,92675. .92743, 

92756. .92824, 

92966. .93019, 

93062. .93130) ) 

/ inf erence="protein 



motif :TMHMM:2 . 0" 

/note="5 probable transmembrane 

helices predicted at aa 214-236, 

251-268, 316-338,343-365 and 

447-469" 

gene complement ( 93795 .. 95831 /locus-tag="RL0073" 

) 

CDS complement (93795. .95831 /locus-tag="RL0073" 

) 

/inf erence="similar to 
sequence : INS DC :AE0 09262 " 
/note=" similarity : fast a; 
SWALL:Q8UAQ2 (EMBL : AE009262 ) ; 
Agrobacterium tumef aciens ; 
hypothetical protein atu3321; 
length 680 aa; 687 aa overlap; 
query 1-678 aa; subject 8-680 aa" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05561 . 1" 
/db-xref="GI: 11525448 7" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN9 1 " 
/ translation="MHIEKISEI IAHFIGLFEMT 
TDEI _ _ _ i .LP 

DQDAFTAAFSSDLQLKDYDPGINYKSGSYEIEFG 
PARHFGRVFEE SLEKLAAI AGKDI 
PLPHFGDPTDIVLTDEPELTVFAGPGSAISHVLQ 
VNALYDDDYLDMTDGVHAPRDTSF 
VIERLADFSTKAEIFTPFASLHRTDTYDGALKVA 
EDLEVYIQNAQNTEDSGTTSLGTD 
ATHEFVRLDPGVNDTVYINGKAETDIPVLDDFLP 
DRGLAKLPEEPDDSNTSVEQDDPS 
GT S LE VT AGAN LWNVASV INTGVIT SVTAVMGN 
YHQVDAISQAFVYSDNDEIASTLH 
S SDRSGEAAET IAKNIALFEHSTFEASSHADTDA 
TEPTFPNSWRVSVIDGDVSFVQWI 
EQYQFVTDNDTMTVITSGSETTVLTGGNTSINFS 
SFFGMGMQYDLVI IGGNVLDINSI 
TQISLLYDNDWVRAEDGVDPGADIQTGDNLIWNF 
AS I HNVG T D S P F AAMP D YMAAT QK 
AIEDRDPNMPEGLSFDVNFQGYAGLNVLYITGNL 
YDMTIIKQVSILGDSDDVTLAAST 
ILENNPDATVTIDTGSNAWNIAEIVDYDSFGQT 
TYLAGQLYSDAILIQGGLVEHDTT 
QPQPADDRLANEVIAFFDNDDPAGGDCADGVINA 
GNDFSWSSTHPADVMQAMVA" 
gene complement ( 95973 .. 96929 /locus-tag="RL0074" 

) 

CDS complement (95973 . .96929 /locus-tag="RL0074" 

) 

/inf erence="similar to 
sequence: INSDC:AE0 08350" 
/note="similarity : fasta; 
with=UniProt : Q8UAQ3 
(EMBL:AE008350) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Fibrinogen binding 
protein (AGR-L-3004p) . ; 
length=321; id 65.109; 321 aa 
overlap; query 6-317; subject 



repeat-unit 



repeat-unit 
repeat-unit 



repeat-unit 
repeat-unit 
repeat-unit 



11- 321" 

/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05562 .1" 

/db-xref="GI : 115254488" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN9 0 " 

/ translation="MSDDTEITKVGALADGFANS 

AINSTEIDDDSTGYVGGVANGDNR 

DNTDNSVDVDVKAE I DVATNNGDNRDNE YDWS YK 

SDDDTSTKTTTITDTDTKTDYDWS 

YDSKTYSDNDTDTKTITDTDTKTVTDTDIKTVTE 

TETDTKTVTDSNNTSDSFNKTDTD 

FAVIEDVKDSNLGVAGHDLTFNLGDDFSFTLDVD 

SILNNSLTGAGNDSGFSAVQANHL 

ADQDSAWNTKMENEGAQNHLNANGGTANSAEGME 

MDGKSWDLKAGDDANGASTADASA 

ILANSGFHLELVQGANLLSNTVDSSVIGGNSHTS 

DVGEDTST" 

complement (96580 . .96593 /locus-tag="RL0074" 

) 

/ note="accgacaccaagac" 
/rpt-unit-seq="tagctccagtc" 
6653 /locus-tag="RL0074" 

/note="accgacaccaagac" 
/rpt-unit-seq= "tagctccagtc" 
/note="cgtcgacgtcgacg" 
6780 /locus-tag="RL0074" 

/note="cgtcgacgtcgacg" 
/locus-tag="RL0 0 75" 
/locus-tag="RL0 0 75" 
/inf erence="similar to 
sequence: INSDC : BM3181 " 
/inf erence="similar to 
sequence: INSDC: 139 835" 
/note="similarity : f asta; 
with=UniProt : DEGU-BACBR 
(EMBL:I39835) ; Bacillus brevis 
(Brevibacillus brevis).; degU; 
Transcriptional regulatory protein 
degU.; length=236; id 28.821; 229 
aa overlap; query 24-239; subject 

12- 223 similarity : f asta; 
with=UniProt:Q8UAQ5 (EMBL : BM3 181) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Transcriptional 
regulator, LuxR family 
(AGR-L-3006p) . ; length=265; id 
59.231; 260 aa overlap; query 
1-260; subject 10-265" 
/codon-start=l 
/transl-table=ll 
/product="putative GerE family 
transcriptional regulator" 
/protein-id="CAK05563 .1" 
/db-xref="GI : 115254489" 
/db-xref="GOA:QlMN89" 
/db-xref ="UniProtKB/TrEMBL : Q1MN8 9 " 
/ trans 1 at ion="MFMTGSGMENADQGRKLGSS 



96622. .96632 
complement ( 966 40 . 



96700. .96710 
96767. .96780 
complement ( 96 76 7 . 



97773. .98555 
97773. .98555 



misc-feature 98328.. 98501 



gene 
CDS 



complement ( 9 8571 . 

) 

complement ( 9 8571 . 



GDT I LWAKAD LF S ECMVE AL AKK 

FPNCEVAS ITSTKPILDKDSS DMKLVLFYH I P GP 

ELHEALQAARENHPETSIGLWEA 

IDMLEPYVSRLVEARI IDGVLPLNLRLDVFMAAV 

DLLMKGGEHFPSALLNRLTNKNAQ 

LEPSLYQTKSVDAARSNALKLRRDS I SALTTREV 

QILDLICKGTQNKIIADKLHLSEN 

TVKVHVRNIYKKMNVRNRTEAASRFFNEHPAGEE 

DMSGRWRN" 

/locus-tag="RL0 0 75" 
/ inf erence="protein 
motif :Pfam:PF0 0196 .8" 
/note="Pfam match to entry 
PF00196.8 GerE" 
98891 /locus-tag="RL0076" 

98891 /locus-tag="RL0076" 



misc-feature 



/inf erence="similar to 
sequence: INSDC:A9 83 19" 
/note="similarity : f asta; 
with=UniProt:Q8UAQ6 (EMBL : A98319 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Hypothetical 
protein Atu3317 (AGR-L-3007p) . ; 
length=116; id 37.864; 103 aa 
overlap; query 13-104; subject 
15-116" 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05564. 1" 

/db-xref="GI : 115254490" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN8 8 " 

/ translation="MVKKQDAAQLKGRRIRSAMF 

AWGTALLAIGPTACTWDDHIAW 

AKKNIPWEAPRVSKAYAYPANRVGRPAAATVRT 

VAYHGSAPYICSPSGFGQKSRCFA RPPI" 

complement (98781 . .98849 /locus-tag="RL0076" 

) 

/ inf erence="protein 

motif :TMHMM: 2.0" 

/note="l probable transmembrane 

helix predicted at aa 15-37" 

99276. .100301 /locus-tag="RL0077" 

99276. .100301 /locus-tag="RL0077" 

/inf erence="similar to 
sequence :INSDC:AT892 7" 
/inf erence="similar to 
sequence: INSDC:B9 83 19" 
/note=" similarity : fast a; 
with=UniProt : Q9LFG7 (EMBL : AT892 7 ) ; 
Arabidopsis thaliana (Mouse-ear 
cress).; F4P12-220; DTDP-glucose 
4-6-dehydratase-like protein 
(UDP-glucuronic acid 
decarboxylase).; length=433; id 
50.303; 330 aa overlap; query 
2-328; subject 96-420 
similarity: f asta; 

with=UniProt:Q8UAQ7 (EMBL : B9 83 1 9 ) ; 



misc-feature 99351 .. 100271 

gene 100303 .. 101286 

CDS 100303. .101286 



Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; DTDP-glucose 
4-6-dehydratase (AGR-L-3008p) . ; 
length=340; id 72.093; 344 aa 
overlap; query 1-341; subject 
1-340" 

/codon-start=l 
/transl-table=ll 

/product="putative dTDP-glucose 
4-6-dehydratase-like protein 
(UDP-glucuronic acid 
decarboxylase) " 
/protein-id="CAK05565. 1" 
/db-xref="GI : 115254491" 
/db-xref="GOA:QlMN8 7" 
/db-xref="UniProtKB/TrEMBL:QlMN8 7" 
/ translation="MRSFVPSEGYSEVSSGIPVA 
QALRTVLVNGGGGFLGSHLCERLL 
QHGHRVICLDNFSTGRRANVDHLASNTRFHIVEH 
DVRQPFDIEASLIFNFASPASPPD 
YQRDPVGTLLTNVLGAVNTLDCARKTGAIWQSS 
TSEVYGDPIHSPQHESYCGNVNQI 
GPRGCYDEGKRSAETLFFDYHRTYGVDVKVGRIF 
NTYGPRMRLDDGRWSNF I VQALR 
NADLTIYGDGQQTRSFCYVDDLIEGFLRFSTAGS 
ACNGP INLGNPTEMTVRRLAE I I R 
DLTNSRSRIVHLPAVTDDPRQRRPDISRAMAELD 
WQPRIGLETGLARTVDYFDGLLAG TEKAEW" 
/locus-tag="RL0 0 77" 
/ infer ence= "protein 
motif :Pfam:PF01370 .8" 
/note="Pfam match to entry 
PF01370.8 Epimerase" 
/gene="exoB" 
/locus-tag="RL0 0 78" 
/gene="exoB" 
/locus-tag="RL0 0 78" 
/inf erence="similar to 
sequence: INSDC:C9 83 19" 
/inf erence="similar to 
sequence : INSDC : RLEXOBGEN" 
/note="similarity : f asta; 
with=UniProt : EXOB-RHILT 
( EMBL: RLEXOBGEN ) ; Rhizobium 
leguminosarum (biovar trifolii).; 
exoB; UDP-glucose 4-epimerase (EC 
5.1.3.2) (UDP-galactose 
4-epimerase) (Galactowaldenase) .; 
length=EC 5.1 ( 327; id 51.757; 
313 aa overlap; query 5-317; 
subject 6-317 similarity : f asta; 
with=UniProt:Q8UAQ8 (EMBL : C9 83 1 9 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970) . ; galE; 
UDP-glucose 4-epimerase.; 
length=356; id 74.695; 328 aa 
overlap; query 1-327; subject 
30-356" 

/codon-start=l 
/transl-table=ll 
/product="putative UDP-glucose 
4-epimerase (UDP-galactose 



misc-feature 100315 .. 101280 

gene 101283 .. 103151 

CDS 101283 .. 103151 



4-epimerase ) " 
/protein-id="CAK05566 .1" 
/db-xref="GI : 115254492" 
/db-xref="GOA:QlMN86" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN8 6 " 
/ translation="MPRYILVTGGAGFIGSHICK 
AL SRAGMI PVT YDNL S TGHAD S VR 
WGPLI RAE L AD AAAL RRTLAEFSPDCVI HC G AN A 
YVGE S VEMPRK Y YRNNWG S L T L L 
EACLDQDIDRIVFSSSCATYGVPASLPIREESPQ 
HPVNPYGRTKL I FEMALE DFAAAY 
G I RF AALRYFN AAGADP DGELAERHQPETHLIPR 
ALLAAAGRLERLDIFGTDYATEDG 
TCVRDYIHVSDLAQAHLAAVNHLLADGGSLSVNL 
GSGRGTSVREILEAIHRASGREVP 
VRYRSRRVGDPP I L FAN T ARAKAE L GF AP AF S D I 
DTIIRTAGPTFGLEMRA" 
/gene="exoB" 
/locus-tag="RL0 0 78" 
/ inf erence="protein 
motif :Pfam:PF01370 .8" 
/note="Pfam match to entry 
PF01370.8 Epimerase" 
/gene="acsAB" 
/locus-tag="RL0 0 79" 
/gene="acsAB " 
/locus-tag="RL0 0 79" 
/EC-number="2 . 4.1.12" 
/inf erence="similar to 
sequence: INSDC:AE00 8351" 
/inf erence="similar to 
sequence : INSDC : AXCCPENGA" 
/note="similarity : f asta; 
with=UniProt : ACS1-ACEXY 
(EMBL : AXCCPENGA) ; Acetobacter 
xylinus.; acsAB; Cellulose 
synthase 1 [Includes: Cellulose 
synthase catalytic domain 
[UDP-forming] (EC 2.4.1.12); 
Cyclic di-GMP binding domain 
(Cellulose synthase 1 regulatory 
domain)].; length=1550; id 24.421; 
561 aa overlap; query 38-567; 
subject 80-606 similarity : f asta; 
with=UniProt : Q8UAQ9 
(EMBL:AE008351) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Cellulose synthase 
(AGR-L-3 012p) . ; 

length=AGR-L-3 012p; id 65.772; 596 
aa overlap; query 14-608; subject 
14-607" 

/ codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
cellulose synthase" 
/protein-id="CAK05567. 1" 
/db-xref ="GI : 115254493" 
/db-xref="GOA:QlMN85" 
/db-xref="UniProtKB/TrEMBL:QlMN8 5" 
/ translation="MSSVSQIGHGVRTAKAATVE 
TFDPVFTGWNRVAYGFGILCWLTA 



misc-f eature 



order (101376. .101435, 
101472. .101540, 
.102437, 
.102542, 
.102653, 
.102779, 
.102875, 
.102980) 



102369. 
102474. 
102585. 
102711 . 
102807. 
102912. 



misc-feature 101586 .. 102131 



103148. 
103148. 



103711 
103711 



LGYFWIWWCQSAHIISWATFVLVTLVLVWITLVP 

AYFILIFLDARTVSPRAGLPEGRV 

AMWTKAP SEPFAWRT T LQAML DQ I GVDF DVWL 

ADEDPSEETRRWCEEHGVLISTRK 

GVAEYHRTTWPRRTRCKEGNLAYFYDHFGYARYD 

FVAQF DADHVP TP T YLREILRPFA 

DPEIGYVSAPSICDANAGTSWAARGRLYAEASLH 

GSLQTGYNNGWAPLCIGSHYAVRT 

SALRQIGGLGPELAEDHSTTLMMNSGGWRGVHAV 

DAIAHGDGPANFTDLWQEFQWSR 

SLVTILLQHSRRHIMHLPWRLRFQFVFSQLWYPL 

F S VFMAMMF L L PVAAL L TGRVFVN 

VTYPDFLLHFVPMSMVLTLFAFFWRTTATFRPHD 

AKLLGWEGLAFIFLRWPWSLAGSL 

AAVRDYICGSFVDFRITPKGRQQQRSLPLRVIAP 

Y I GLAGL S AAAMMF AT DAAAAQGF 

YVF AMMNL S VY L AL T VL I WRH AVEN D L P L L P Q S 

RGLWLATATGLAIFVAGGTQAGSH 

GLRGLEALSHGQTFVSFTETQFAVAGAGLGGGKT 

RIVKFHLRWNGFGRTGRDEQGA" 

/gene="acsAB" 



/locus-tag="RL0079" 
/ inf erence="protein 
motif :TMHMM:2 . 0" 
/note="8 probable transmembrane 
helices predicted at aa 32-51, 
64-86, 363-385, 398-420,435-457, 
477-499, 509-531 and 544-566" 
/gene="acsAB " 
/locus-tag="RL0 0 79" 
/inf erence=" protein 
motif :Pfam:PF00535.10" 
/note="Pfam match to entry 
PF00535.10 Glycos-transf-2" 
/locus-tag="RL0080" 
/locus-tag="RL0080" 
/inf erence="similar to 
sequence: INSDC:AE0 09261" 
/note=" similarity : fast a; 
with=UniProt : Q8UAR0 
(EMBL:AE009261) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu3313.; length=173; id 50.000; 
152 aa overlap; query 26-177; 
subject 21-169" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
exported protein" 
/protein-id="CAK05568 . 1" 
/db-xref="GI : 115254494" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN8 4 " 
/ translation="MSRRNRQVSSMEDVMSIGSR 
LWGAALAL S LC LPVATHGAE VAKT 



sig-peptide 103148 .. 103259 



misc-feature 103202 .. 10364 



103715. .104686 
103715. .104686 



KAPTPLSAYELYRIYGDKTWTWNTGGGRFFYDGR 
RFVAWSNDKGKPSFAEGRWWDDL 
GQLCMRATWTNAEGAARASTCFGHRKIGNTIYQR 
RQPNGEWYVFRHASVRQGDEFQKL 
VPTDTVSAKASEVKQILLSQEVARKGG" 
/locus-tag="RL0080" 
/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0080 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.995) 
with cleavage site probability 
0.977 between residues 38 and 39" 
/locus-tag="RL0080" 
/inf erence= "protein 
motif :Pfam:PF06191 . 1" 
/note="Pfam match to entry 
PF06191.1 DUF995" 
/locus-tag="RL0081" 
/locus-tag="RL0081" 
/inf erence="similar to 
sequence: INSDC : AB039953 " 
/inf erence="similar to 
sequence: INSDC :AE0 0 8351" 
/note="similarity : f asta; 
with=UniProt:Q8RS40 
(EMBL:AB039953) ; Alcaligenes sp. 
XY-234.; 3xynAlc; 

Beta-1, 3-xylanase . ; length=469; id 
28.105; 153 aa overlap; query 
87-229; subject 65-209 
similarity : f asta; 
with=UniProt:Q7CS49 
(EMBL:AE008351) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; AGR-L-3016p. ; length=320; 
id 66.901; 284 aa overlap; query 
34-317; subject 32-315 Codons 85 
to 235 are similar to codons 65 to 
215 of Alcaligenes sp. XY-234 
Beta-1 , 3-xylanase (469 aa) , and 
entire protein is similar to 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970) AGR-L-3016p (320 
aa) " 

/codon-start=l 
/transl-table=ll 

/product= "putative polysaccharide 

degradation protein" 

/protein-id="CAK05569 .1" 

/db-xref="GI : 115254495" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN83 " 

/ trans lation="MKKLMKKNLSTAAIALLLLC 

VADLPGRSEVQYAGIAPNPAAAVR 

TIIDKRPVLHADGIKFGAYDPHGDFGAQASVATE 

AL F L P WE DVD L E T L RVAD A Y AQ AR 

GRNLLITVEPWSWDVDWRLTSAELRAKVLRGDYD 

VNMRAIAQMISELKSPVIVRWGQE 

MEDKSGRFSWSGWSPQDYITAYKRMMDIVRQEAP 

GTELMWSPKGEPGLQAYYPGDDYV 

DLVGLSVFGLQRYDELAYNGHRTFSEALKQGYDL 

VAGYGKP I WVAELGYGGG DAYMKP 



WIETVALKQSAFPNLQEWYFNDRDVHAWPFDLG 
RPDWRWESLANR" 

sig-peptide 103715 .. 103778 /locus-tag="RL0081" 

/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0081 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.849 between residues 22 and 23" 

gene complement ( 104748 .. 1060 /locus-tag="RL0082" 

34) 

CDS complement ( 104748 .. 1060 /locus-tag="RL0082" 

34) 

/inf erence="similar to 
sequence: INSDC : RME59 19 85 " 
/note=" similarity : fast a; 
with=UniProt :Q92W28 
(EMBL:RME591985) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; Putative 
solute-binding protein.; 
length=428; id 72.326; 430 aa 
overlap; query 1-427; subject 
1-426" 

/codon-start=l 
/transl-table=ll 

/product= "putative solute-binding 

component of ABC transporter" 

/protein-id="CAK05570 .1" 

/db-xref="GI: 115254496" 

/db-xref="GOA:QlMN82" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN82 " 

/ translation="MQVNRRSFLMGSAGAAAGLA 

F GAG SAIPAFAEDAQL RAMWWG S N 

DRAKRTLDVAKLYQSKTPGVTIVGESLSGDGYWT 

KLATQMAGRS I AD I FQLEPGT I SD 

YSKRGACMPLDEFVPSTLQVDSFGADMLKLTTID 

GKLYGVGLGLNSFSMFFDTVEFEK 

AGIPVPTPDLTWDEYAKLAVELAKSSGKSGGPYA 

ARYAYVFDAWLRQRGKSLFARESV 

GLGFTADDAREWFDYWEKLRKAGGTVAADVQTLD 

QNT I DTNALGLGKSVIGMAYSNQM 

IGYQLIIKNKLGITMLPREKKGGPSGHYYRPALI 

WSVGATTKNGEAAAKF I DFFVND I 

EAGKILGVERGVPMSPTVREAILPQLNPTEQETV 

KYVNLLKDQVGEYPPPVPMGATQF 

DQRVLRPICDELAFERVSPADAATRLIEEGKATI 

KG" 

misc-feature complement ( 105024 .. 1060 /locus-tag="RL0082" 
10) 

/ inf erence="protein 
motif :Pfam:PF01547 . 11" 
/note="Pfam match to entry 
PF01547.il SBP-bac-1" 
sig-peptide complement ( 105938 .. 1060 /locus-tag="RL0082" 

34) 

/inf erence=" protein 
motif : SignalP-HMM: 2.0" 
/note="Signal peptide predicted 
for RL0082 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 



misc-f eature complement ( 105948 . 
16) 



106182. .107201 
106182 . .107201 



106182. .106269 



misc-feature 106206 .. 106283 



misc-feature 106365 .. 107198 



107329. 
107329 . 



109185 
109185 



with cleavage site probability 
0.981 between residues 31 and 32" 
.1060 /locus-tag="RL0082" 

/ inf erence="protein 
motif :TMHMM:2 . 0" 
/note="l probable transmembrane 
helix predicted at aa 7-29" 
/locus-tag="RL0 0 83" 
/locus-tag="RL0 0 83" 
/inf erence="similar to 
sequence: INSDC : RME59 19 85 " 
/note="similarity : fasta; 
with=UniProt :Q92W29 
(EMBL:RME591985) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; Putative 
transcriptional regulator 
protein.; length=342; id 66.964; 
336 aa overlap; query 1-336; 
subject 1-336" 
/codon-start=l 
/transl-table=ll 
/product="putative Lad family 
transcriptional regulator" 
/protein-id="CAK05571 .1" 
/db-xref="GI : 115254497" 
/db-xref="GOA:QlMN81" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN8 1 " 
/ translation="MNDQKIRRPRQADIATLAGV 
SVSTVSRVLANEPGISESVRLQIL 
KVAAENGYPVKPASEAVAGGLALIASDGVTGTLS 
VFYEAIVDGLRAGAAEAGMPFEVR 
LVREDRTTPDAVRDYMQTAGAEGLFLVGIDPNES 
LRDWLQASMTP TVLVNGT DPRMQF 
DGVSPANFFGAYEATSRLTKAGHRRILHLSGSHR 
HTIRERVRGFEAAI. L 
VS LALQG S AS RE AHERT T E AL AEN AGF T AAF C MN 
DFIAVGVLEAVTEAGLRVPEDFAI 
VGFDDLPCAQMTNPQLSTMRVDRAALGREAVSLM 
LSRFRNRTASARHICQAVAPIPGG TVPNA" 
/locus-tag="RL0 0 83" 
/ inf erence="protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0083 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.906) 
with cleavage site probability 
0.895 between residues 30 and 31" 
/locus-tag="RL0 0 83" 
/inf erence= "protein 
motif :Pfam:PF0 0356 .8" 
/note="Pfam match to entry 
PF00356.8 LacI" 
/locus-tag="RL0 0 83" 
/inf erence=" protein 
motif :Pfam:PF00532 .8" 
/note="Pfam match to entry 
PF00532.8 Peripla-BP-1" 
/locus-tag="RL0084" 
/locus-tag="RL0084" 
/inf erence="similar to 



gene 109182 .. 110192 

CDS 109182. .110192 



sequence :INSDC:C959 06" 
/note="similarity : fasta; 
with=UniProt:Q92W3 0 (EMBL : C959 0 6 ) ; 
Rhizobium meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMb20536.; length=617; id 75.121; 
619 aa overlap; query 1-618; 
subject 1-617" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05572 .1" 
/db-xref="GI: 115254498" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN8 0 " 
/ translation="MTYDPASANPLAGNPLETRA 
DMS RAL L AL FDPLLACFS KGNARV 
TLNGGGAHFDRAAADLEGFARPLWGLAPLGAGNG 
DFAHWHRFAEGLANGTDPAHPEYW 
GTVNGRDQRMVELAALGFALALVPEKIWEPLDAR 
ARGNWAYLKHARQFDYADNNWKF 
FRIFVDIALDRLGADFDRSLTRQYLEELEGFYIG 
DGWYRDGNVRR I DHY I PFAMHF YG 
LIYSKLVDDDYAKRYRERAVLFARDFRHWFAADG 
ATIPFGRSLTYRFACAGFWSALAF 
ADVEALPKGEVKHL' 'L'JHLF KDKP I ADRDGVL 
5IGFGYPNLLM5E5YN5AG5PYWA 
FKAFLPLAIAEDHPFWTAKEKVPEQAPDIIPQRH 
PGMVIMRAGGDWALSSGQENLQM 
RCGTEKYAKFAYSARYGFSVEADERAFALAAFDS 
ALAFSDDGLHYRVRETNEEAKIAG 
EVLFAKWSPFADVDVETWLVPAAPWHIRLHRIRT 
SRPLRIAEGGFAIGRRDFELDTLS 
ASGGVAYAVGEADFTGILDLGSSVKRSGLVQKAM 
PNTNVIVAKTLVPQLRGQIPTGET 
ILVTAVLALDDPAALS S AWARP PKAPDIAALEAL 
VREKGVTVSAIEAPGQMP " 
/locus-tag="RL0 0 85" 
/locus-tag="RL0 0 85" 
/inf erence="similar to 
sequence: INSDC:B959 06" 
/inf erence="similar to 
sequence: INSDC :MESERCYC" 
/note="Codon 70 to the C-terminus 
are similar to codons 60 to the 
C-terminus of Methylobacterium 
extorquens. HprA DHGY-METEX 
(EMBL:MESERCYC) ( Glycerate 
dehydrogenase (EC 1.1.1.29) 
(NADH-dependent hydroxypyruvate 
reductase) (HPR) (GDH) 
(Hydroxypyruvate dehydrogenase) 
(Glyoxylate reductase) (HPR-A) . ) , 
and to entire protein of Rhizobium 
meliloti (Sinorhizobium meliloti) . 
Putative dehydrogenase protein. 
Q92W31 (EMBL:B95906) (336) 
similarity: fasta; 
with=UniProt : DHGY-METEX 
(EMBL:MESERCYC) ; Methylobacterium 
extorquens.; hprA; Glycerate 
dehydrogenase (EC 1.1.1.29) 



(NADH-dependent hydroxypyruvate 
reductase) (HPR) (GDH) 
(Hydroxypyruvate dehydrogenase) 
(Glyoxylate reductase) (HPR-A) . ; 
length=313; id 36.047; 258 aa 
overlap; query 75-322; subject 
63-307 similarity : fasta; 
with=UniProt:Q92W31 (EMBL : B959 0 6 ) ; 
Rhizobium meliloti ( Sinorhizobium 
meliloti).; Putative dehydrogenase 
protein.; length=336; id 64.881; 
336 aa overlap; query 1-336; 
subject 1-336" 
/ codon-start=l 
/transl-table=ll 
/product="putative glycerate 
dehydrogenase " 
/protein-id="CAK05573 .1" 
/db-xref ="GI : 115254499" 
/db-xref ="GOA: Q1MN79 " 
/db-xref="UniProtKB/TrEMBL:QlMN7 9" 
/ translation="MSQPAI ILAMQPSRTQHVLP 
DEVLRRLGGIGRLLDSKPLQRFDD 
ERARRLLAEAE I L I TGWGGP YVGPE I PTAAPHLK 
F I VHAAGTVKGVI DDAIFEAG I P V 
S H S AE ANAVP VAEF T LAAI I F AGKRVFRFRDL YV 
ADRNRNRTHLUQREAIGUYRRTVG 
IVGASRIGRRVIELLKPFDYRLLLSDPTLDAAEA 
AGLGTEKIDLDELMRQSDIVSLHA 
P S LP S TQHMI DARRL S LMKDGAT L I NT ARG I L I D 
EAALLSVLKTGRIDAVLDVTDPEI 
PEAGSAFYDLPNVFLTPHIAGAIGLERARLGEMA 
VDEIERFVTGQPLLYQIHQANLAN IA" 

misc-feature 109518 .. 110063 /locus-tag="RL0085" 

/ infer ence= "protein 
motif :Pf am: PF02826 .5" 
/note="Pfam match to entry 
PF02826.5 2-Hacid-dh-C" 

gene complement ( 110281 .. 1116 /locus-tag="RL0086" 

09) 

CDS complement(110281. .1116 /locus-tag="RL0086" 

09) 

/inf erence="similar to 
sequence : INSDC : B9599 1 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note=" similarity : fasta; 
with=UniProt :MI2D-RHIME 
(EMBL:B95991) ; Rhizobium meliloti 
(Sinorhizobium meliloti).; idhA; 
Inositol 2-dehydrogenase (EC 
1.1.1.18).; length=330; id 26.471; 
204 aa overlap; query 22-225; 
subject 4-194 similarity : fasta; 
with=UniProt :Q92T57 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PUTATIVE 
OXIDOREDUCTASE PROTEIN.; 
length=433; id 82.892; 415 aa 
overlap; query 2 0-43 4; subject 
5-419 N-terminus to codon 230 is 



similar to the N-terminus to codon 
200 of Rhizobium meliloti 
(Sinorhizobium meliloti) Inositol 
2-dehydrogenase (330 aa) , and 
entire protein is similar to 
Rhizobium meliloti (Sinorhizobium 
meliloti) PUTATIVE OXIDOREDUCTASE 
PROTEIN. (433 aa) " 
/codon-start=l 
/transl-table=ll 

/product="putative GFO/IDH/MocA 
family oxidoreductase" 
/protein-id="CAK05574 . 1" 
/db-xref="GI : 115254500" 
/db-xref="GOA:QlMN7 8" 
/db-xref="UniProtKB/TrEMBL:QlMN7 8" 
/ translation="MGLISVFVSSRMQEDHSMEK 
RRFALIGTGNRGTTMWGKDLLAGW 
REHVDLTAIVEKNSLRGERARNMIGSNAPLYENI 
DSMLAEQKPDLVIVCTPDHTHDDI 
WRALESGIDVITEKPMTTSVEKIRRILDAEKRT 
GRRVDVS FN YR YAP TAAK IKELLN 
AGEIGRVTSVDFHWYLNTKHGADYFRRWHAYKEN 
SGSLFVHKATHHFDLLNWYLDSDP 
EAVTSFADLQNYGRKGPFRGPRCKLCPHTHECDY 
YLDLEADPFLDSLYEDPSKIDGYF 
RDGCVFREDIDIPDTMWSLRYRNNVHVSYSLNT 
F Q P I E G H H L A F 11 G T K G R I E L R Q Y E 
AQPWEEPKQDTILLIRNFPDGKEAVERIWPHFT 
GGHYGGDDRMRNMIFKPDTEDRLA 
QRAGTRAGAMSVLCGIAALESSRTGKWDIADLM 
PELANDGSPNSLRTSR" 
misc-feature complement ( 110833 .. 1111 /locus-tag="RL0086" 
44) 

/ infer ence= "protein 
motif :Pfam:PF0289 4. 4" 
/note="Pfam match to entry 
PF02894.4 GFO-IDH-MocA-C" 
misc-feature complement ( 111178 .. 1115 /locus-tag="RL0086" 
49) 

/inf erence=" protein 
motif :Pfam:PF01408 . 8" 
/note="Pfam match to entry 
PF01408.8 GFO-IDH-MocA" 
gene complement ( 111710 .. 1125 /locus-tag="RL0087" 

34) 

CDS complement(111710. .1125 /locus-tag="RL0087" 

34) 

/inf erence="similar to 
sequence: INSDC : A696 46 " 
/inf erence="similar to 
sequence: INSDC :AY3 16 746" 
/ note=" similarity : fast a; 
with=UniProt : IOLI-BACSU 
(EMBL:A69646) ; Bacillus subtilis.; 
ioll; loll protein.; length=278; 
id 26.429; 280 aa overlap; query 
6-265; subject 3-263 
similarity: f asta; 
with=UniProt : Q6W2E1 
(EMBL:AY316746) ; Rhizobium sp. 
(strain NGR23 4) . ; 



3-dehydroshikimate dehydratase (EC 
4.2.1.-).; length=EC ( 274; id 
85.766; 274 aa overlap; query 
1-274; subject 1-274" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05575. 1" 
/db-xref="GI : 115254501" 
/db-xref="UniProtKB/TrEMBL:QlMN7 7" 
/ translation="MQVEGLSINLATIREQCGFA 
EAVD I CLKHG I TAI AP WRDQVAKV 
GLDEAVRIVKSNGIKLTGLCRGGFFPAANDADWQ 
KNLDDNRRAI DEAAAF S ADC L VL V 
VGGLPGSSKDIVAARRMVFDGIAAVLPHAQAAGV 
KLAIEPLHPMYAADRACVNTLGQA 
LDLCEQLGEDVGVAVDVYHVWWDPDLANQIARAG 
RMKRI FAHH I C DWL VP TKDML LDR 
GMMGDGVIDLKGIRRMVEAAGFFGAQEVEIFSAE 
NWWKRPAE EVIATCVERFRSCC" 
gene complement ( 112672 .. 1138 /locus-tag="RL0088" 

35) 

CDS complement ( 112672 .. 1138 /locus-tag="RL0088" 

35) 

/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt:Q92T60 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc04132.; length=387; id 84.197; 
386 aa overlap; query 1-386; 
subject 1-386" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05576 .1" 
/db-xref ="GI : 115254502" 
/db-xref="UniProtKB/TrEMBL:QlMN7 6" 
/ translation="MTTINLPLDGKI VPYTLTGT 
P IALAKRDAKAF P R I AF AAAH WA 
DPLADNDPWLTPAIDWERTLAFRHRLWDLGLGVA 
EAMDTAQRGMGLGWPEARDLIRRA 
LSEAAGRKDALIACGAGTDHLTPGPDVTVDTILS 
AYEEQIETVEAAGGRI ILMASRAL 
AAAAKGPDDYIRVYDRILRQVKEPVI IHWLGEMF 
DPALEGYWGNGDHIQAMSTCLEVI 
E AHADKVDG IKISLLSKE KE VAMRRRL P KG VRMY 
TGDDFNYAELIAGDEEGHSDALLG 
IFDAIAPAASAALEALGRKSNHEFFDLLEPTVPL 
SRHIFKAPTRFYKTGWFLAYLNG 
LQDHFVMVGGQQSTRSLTHLAELFRLADKARVLA 
DP E L AT ARMKQ VL AVH G VN " 
misc-feature complement ( 112678 .. 1138 /locus-tag="RL0088" 
32) 

/inf erence=" protein 
motif : Pf am : PFO 6 1 8 7 . 1 " 
/note="Pfam match to entry 
PF06187.1 DUF993" 



gene complement ( 113839 .. 1149 /locus-tag="RL0089" 

87) 

CDS complement (113839. .1149 /locus-tag="RL0089" 

87) 

/inf erence="similar to 
sequence: INSDC : AY3 16 746 " 
/note=" similarity : fast a; 
with=UniProt : Q6W2E4 
(EMBL:AY316746) ; Rhizobium sp. 
(strain NGR234).; Oxidoreductase 
(EC 1.1.1.-).; length=382; id 
91.099; 382 aa overlap; query 
1-382; subject 1-382" 
/ codon-start=l 
/transl-table=ll 

/product=" putative oxidoreductase" 
/protein-id="CAK05577. 1" 
/db-xref ="GI : 115254503" 
/db-xref="GOA:QlMN75" 
/db-xref="UniProtKB/TrEMBL:QlMN7 5" 
/ translation="MARLGI ILHGVTGRMGYNQH 
LVRSILAFRDQGGITLKSGEKLEI 
DP 1 1 VGRNGAKMEE L AKKHN I KRWS T DL DAAL AN 
PDDTIFFDAGTTLMRAELL SKALD 
AGKHVYCEKPISDDLQVALDLARKARRSGLKHGV 
VQDKLFLPGLRKLALLRDSGFFGK 
ILSVRGEFGYWVFEGDWGVPAQRPSWNYRKGDGG 
GIILDMLCHWRYVLDNLFGEVKAV 
SCLGATHIPRRIDEQGKPYDCDTDDAAYATFELE 
GGAIAQVNSSWAVRVRRDDLVTFQ 
VDGTHGSAVAGLTKCWSQHRVNTPKPVWNPDQPQ 
TIDFYKTWDEVPDTQAFDNGFKAQ 
WEMF I RHWE DAPWPYG L E AG AKG VQ L AE L G L K S 
WAERRWLDVPALEF" 
misc-feature complement ( 114166 .. 1145 /locus-tag="RL0089" 
10) 

/inf erence= "protein 
motif :Pfam:PF0289 4. 4" 
/note="Pfam match to entry 
PF02894.4 GFO-IDH-MocA-C" 
misc-feature complement ( 114574 .. 1149 /locus-tag="RL0089" 
84) 

/ inf erence="protein 
motif :Pfam:PF01408 . 8" 
/note="Pfam match to entry 
PF01408.8 GFO-IDH-MocA" 
gene complement ( 115119 .. 1157 /locus-tag="RL0090" 

96) 

CDS complement (115119. .1157 /locus-tag="RL0090" 

96) 

/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/ note=" similarity : fast a; 
with=UniProt :Q92T62 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; PUTATIVE TRANSCRIPTION 
REGULATOR PROTEIN.; length=225; id 
75.111; 225 aa overlap; query 
1-225; subject 4-225" 
/codon-start=l 
/transl-table=ll 



/product="putative TetR family 
transcriptional regulator" 
/protein-id="CAK05578 .1" 
/db-xref="GI : 115254504" 
/ db-xref ="GOA: Q1MN7 4 " 
/db-xref="UniProtKB/TrEMBL:QlMN7 4" 
/ trans lation="MNDSGGNGEKKRSRRPSAER 
TAQRDPERTRAAILDAATREFAEN 
GMGGARVDAIAERAGTNKRMLYHYFGDKEQLYLR 
VLEEAYVGIRTAERALHIGDRSPE 
EGISELALFTWRYFLQHPEFLSLLGTENLHRARW 
LRQSVRLKELHSHLIGELSDVLEQ 
GKKQGVFIETADPLHVYLTIASLGYFYLSNQYTL 
STIFGRDLMEPTHLNAWERHIVHV TLASIKR" 
misc-feature complement ( 115560 .. 1157 /locus-tag="RL0090" 
00) 

/inf erence=" protein 
motif :Pfam:PF0 0 440 . 8" 
/note="Pfam match to entry 
PF00440.8 TetR-N" 
gene 115995 .. 117281 /locus-tag="RL0091" 

CDS 115995. .117281 /locus-tag="RL0091" 

/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt :Q92T63 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE PERIPLASMIC 
BINDING ABC TRANSPORTER PROTEIN.; 
length=427; id 69.159; 428 aa 
overlap; query 1-42 8; subject 
1-427" 

/codon-start=l 

/transl-table=ll 

/product="putative ATP-binding 

component of ABC transporter" 

/protein-id="CAK05579 .1" 

/db-xref="GI : 115254505" 

/db-xref="GOA:QlMN73" 

/db-xref ="UniProtKB/TrEMBL : Q1MN73 " 

/ translation="MTFRVSRRNFVAGGATLLSL 

SALGTSALAQETRLRLLWWGSQPR 

ADRTNKVSQLYQSKKPGTSITGEFLGWGDYWPRL 

ATQVAGRNAPDVIQMDYRYIVQYA 

RRGALAPLESYMPAKLNLDDFDKAQIEGGSVDGH 

LYGVSLGANSAATVLNTTAFKEAG 

VDLPTQATTWEEFGRIGAEITKAGKRKGMFGIAD 

GSGGEPLFENWLRQRGKALYTADG 

KIAFDVDDASEWYDMWAKFREAGACVPADIQALD 

KNDIETNTVSLGKSAAGFAHSNQF 

VAYQAMNKDKL ALTNYMR IKPES KGGHYRKP S MF 

F S VS AQ S KAVD LAVDYVNF FVKNP 

EAALLLDVERGIPESSAMREWAAKLDENGKVAL 

AYVSGLGDLAGKLPPPPPAGAGEG 

ELMLRNIAEQVGFGQLSPSDGGKQLVAEITQILA 

RG" 

sig-peptide 115995 .. 116079 /locus-tag="RL0091" 

/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0091 by SignalP 2.0 HMM 



misc-feature 116025 .. 117005 



117288. .118247 
117288 . .118247 



misc-feature order ( 117396 . .117464, 
117573 . .117641, 
117678 . .117746, 
117828 . .117896, 
117957. .118025, 
118053 . .118112, 
118149 . .118217) 



misc-feature 117555 .. 118235 



118249. 
118249 . 



119127 
119127 



(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.997 between residues 29 and 30" 
/locus-tag="RL0 091" 
/ inf erence="protein 
motif :Pfam:PF01547 . 11" 
/note="Pfam match to entry 
PF01547.il SBP-bac-1" 
/locus-tag="RL0 092" 
/locus-tag="RL0 092" 
/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt :Q92T64 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE TRANSPORT 
SYSTEM PERMEASE ABC TRANSPORTER 
PROTEIN.; length=315; id 80.952; 
315 aa overlap; query 5-319; 
subject 1-315" 
/codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 

component of ABC transporter" 

/protein-id="CAK05580 . 1" 

/db-xref="GI : 115254506" 

/db-xref="GOA:QlMN72" 

/db-xref="UniProtKB/TrEMBL:QlMN7 2" 

/translation=" MSNAMRT PAG A I N VE R YQ G A 

VADGRFRRLWNANAPGYLFLLPWL 

IGFFGLTLGPALISLYLSFTDFDMLQSPRWVGMA 

N YVR I AT ADPKF S AAMYVT L T Y W 

FSVPFKLTFALLVAMALNRGLRGLSVYRAIFYLP 

SLLGGSVAIAVLWRQLFASDGLVN 

AALSYFGIEGPSWISHPNYSIYTLVALSVWQFGS 

PMIIFLAGLRQIPQDMYEAASLDG 

ASKFRQFYKITLPLLTPVIFFNAWQTIDAFKAF 

TPAFIISGGTGGPINSTLFYTLYL 

YQEAFGNFRMGYASALAWILWI IAIFTAFSFLT 

SRYWVHYDD" 

/locus-tag="RL0 092" 



/inf erence=" protein 
motif :TMHMM: 2.0" 

/note="7 probable transmembrane 
helices predicted at aa 37-59, 
96-118, 131-153, 181-203,224-246, 
256-275 and 288-310" 
/locus-tag="RL0 092" 
/inf erence=" protein 
motif :Pfam:PF00528 . 10" 
/note="Pfam match to entry 
PF00528.10 BPD-transp-1" 
/locus-tag="RL0 093" 
/locus-tag="RL0 093" 
/inf erence="similar to 



sequence: INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt:Q92T65 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE TRANSPORT 
SYSTEM PERMEASE ABC TRANSPORTER 
PROTEIN.; length=295; id 85.567; 
291 aa overlap; query 2-292; 
subject 5-295" 
/codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 
component of ABC transporter" 
/protein-id="CAK05581 . 1" 
/db-xref="GI : 115254507" 
/db-xref="GOA:QlMN71" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN7 1 " 
/ translation="MTASVTAARPPSDITKRSLP 
ASLIIHALLIAASLLMLYPLLWMV 
SASVRPETEIFSSTSLIPSSIDFSSYARGWVGLD 
VSFGRFFWNSLVISLLWTGNVIA 
CSLTAFAFARLRFAGRNFWFAIMLGTLMIPYHVT 
LIPQYVLFLDLGWVNT I LPLWPK 
FLASDAFFIFLMVQFFRGIPRELDEAAMMDGCSA 
WRIYWKIMLPLSL P VL AT AA I F S F 
IWTWDDFFGPLIYLNDMNTYTIQLGLRTFVDSTS 
AS DWGGLF AMS T L T L VP VF F F F L F 
FQRLLIEGIATTGMKR" 



misc-feature order ( 118309 .. 118377, /locus-tag="RL0093 " 



118510. 
118612. 
118708. 
118837. 
119026. 



118578, 
118680, 
118776, 
118905, 
119094) 



misc-feature 



119151 . 
119151. 



120224 
120224 



/ infer ence= "protein 
motif : THHHU : 2.0" 
/note="6 probable transmembrane 
helices predicted at aa 21-43, 
88-110, 122-144, 154-176,197-219 
and 260-282" 
/locus-tag="RL0 093" 
/ inf erence="protein 
motif :Pfam:PF00528 . 10" 
/note="Pfam match to entry 
PF00528.10 BPD-transp-1" 
/locus-tag="RL0 09 4" 
/locus-tag="RL0 09 4" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity: fasta; 
with=UniProt :Q92T67 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti) . ; PUTATIVE 
OXIDOREDUCTASE PROTEIN.; 
length=357; id 82.913; 357 aa 
overlap; query 1-357; subject 
1-357" 

/ codon-start=l 
/transl-table=ll 

/product="putative GFO/IDH/MocA 



misc-feature 119160 .. 119522 



misc-feature 119556 .. 119888 



120256. .121332 
120256. .121332 



family oxidoreductase" 
/protein-id="CAK05582 .1" 
/db-xref="GI : 115254508" 
/db-xref="GOA:QlMN70" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN7 0 " 
/ translation="MSIRTVAIVGCGIGRSHIVE 
GYLPHSDKFKWAICDLNEQRMAA 
VGDEFGIERRTTSFAELLADDTIDI IDICTPPGI 
HLEQWAALAAGKHWCEKP L TG S 
L AAVD T I MAAE KT AKG VLMP IFQYRYGDGIQKAK 
RIIDAGIAGKPYTASVETFWLRKP 
EYYAVPWRGKWATELGGVLVTHALHLHDMLMHLM 
GPAARVFGRVATRVNDIEVEDCAS 
ASLLMESGAFVSLSCTLGSQEQISRLRLHFENVT 
FESSHEPYTPGKDPWKIIAANDDV 
REQ I DRWGDWQPVAPRF T TQMGQFHAF L S GH AP 
LPVTTKDARRALELVTAIYQSSDS 
GADVPLPVGPDSPKYADWRARTK" 
/locus-tag="RL0 09 4" 
/inf erence=" protein 
motif :Pfam:PF01408 . 8" 
/note="Pfam match to entry 
PF01408.8 GFO-IDH-MocA" 
/locus-tag="RL0 09 4" 
/inf erence= "protein 
motif :Pfam:PF02 89 4. 4" 
/note="Pfam match to entry 
PF02894.4 GFO-IDH-MocA-C" 
/locus-tag="RL0095" 
/locus-tag="RL0 095" 
/inf erence="similar to 
sequence : INSDC : SME59 1782" 
/note="similarity : f asta; 
with=UniProt :Q92T68 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE ATP-BINDING 
ABC TRANSPORTER PROTEIN.; 
length=360; id 84.680; 359 aa 
overlap; query 1-358; subject 
1-359" 

/codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 
component of ABC transporter 
protein" 

/protein-id="CAK05583 .1" 

/db-xref="GI : 115254509" 

/db-xref="GOA:QlMN69" 

/db-xref="UniProtKB/TrEMBL:QlMN6 9" 

/ translation="MATSWLQKVEKRYGAMDVI 

HGIDLTIDPGEFWFVGPSGCGKS 

TLLRMIAGLEEITGGGLLLDNERMNEVAPAKRGI 

AMVFQSYALYPHMSVYKNLAFGLE 

TAGYKKAEIEPKVKRAAEILQIEKLLERKPKALS 

GGQRQRVAIGRAIVREPRIFLFDE 

PLSNLDAELRVQMRVEISRLHRSLGNTMIYVTHD 

QVE AMTMADK I WLN S GR I E Q VG A 

PLDLYNNPANRFVAGFIGSPKMNFLKARIEQAGE 

TETSIHVCGNSVRLPRRLKGGAGE 

EVTFGIRPEHLSLAEGAITLSTINVDLVENLGGA 

TMLYTTTPDNQLLTVALDGQQKVE 



misc-feature 120343 .. 120888 



misc-feature 121156 .. 121305 



121601. .122494 
121601 . . 122494 



misc-feature 121724 .. 122464 



122495. .124945 
122495. .124945 



RGANVKAS F DP ARC H VF DAAGKT I " 
/locus-tag="RL0 095" 
/inf erence= "protein 
motif :Pfam:PF00005 .11" 
/note="Pfam match to entry 
PF00005.il ABC-tran" 
/locus-tag="RL0 095" 
/ inf erence="protein 
motif : Pf am: PF03 459 .4" 
/note="Pfam match to entry 
PF03459.4 TOBE" 
/locus-tag="RL0 096" 
/locus-tag="RL0 096" 
/inf erence="similar to 
sequence :INSDC:AP0 03 0 06" 
/inf erence="similar to 
sequence: INSDC : HILICL" 
/note="similarity : fasta; 
with=UniProt : LIA2-HAEIN 
(EMBL : HILICL ) ; Haemophilus 
influenzae.; licA; LicA protein.; 
length=339; id 28.333; 300 aa 
overlap; query 9-295; subject 
53-337 similarity : fasta; 
with=UniProt:Q98BZ0 
(EMBL:AP003006) ; Rhizobium loti 
(Mesorhizobium loti).; M115370 
protein.; length=414; id 49.123; 
285 aa overlap; query 10-293; 
subject 123-405 Similar, but 
truncated at the N-terminus, to 
Haemophilus influenzae LicA 
protein (339 aa) , and similar, but 
truncated at the N-terminus to 
Rhizobium loti (Mesorhizobium 
loti) M115370 protein. (414 aa) " 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05584. 1" 

/db-xref="GI : 115254510" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN6 8 " 

/ translation="MLWGVSMTPEDRIHALGIWQ 

GPIAISPIAGGITNRNYLVSDAVA 

RCWRLGTD I P I HH I NRQNE L AAS RAAHAAG ISP 

AVIHHSPGVLVLEYIEARALSPED 

I RT P QML ARVL P L VR AC HRDIARHF RG Q AM I F W V 

FHVIRDYAANLKASESAYLPLLPG 

LVGRAETLEEAAGPFEIAFGHNDLLAANFLDDGK 

RLWLIDWDYAGFNTPLFDLGGLAS 

NNELSEATERTMLETYFDRPLTDDLNRRYTAMKC 

ASLLRETLWSMISEIHSSIDFDYA 

GYTAENLARFDRAYQAFEQDQ " 

/locus-tag="RL0 096" 

/inf erence=" protein 

motif :Pfam:PF0 1633 .7" 

/note="Pfam match to entry 

PF01633.7 Choline-kinase" 

/locus-tag="RL0 09 7" 

/locus-tag="RL0 09 7" 

/inf erence="similar to 



sequence: INSDC:AF026954" 
/inf erence="similar to 
sequence: INSDC:AP0 03 006" 
/note=" similarity : fast a; 
with=UniProt :O46504 
(EMBL:AF026954) ; Bos taurus 
(Bovine) . ; Pyruvate dehydrogenase 
phosphatase regulatory subunit.; 
length=878; id 37.772; 826 aa 
overlap; query 5-806; subject 
38-857 similarity : fasta; 
with=UniProt :Q98BZ1 
(EMBL:AP003006) ; Rhizobium loti 
(Mesorhizobium loti).; Sarcosine 
dehydrogenase.; length=869; id 
63.171; 820 aa overlap; query 
2-816; subject 52-869; putative 
dehydrogenase" 
/codon-start=l 
/transl-table=ll 

/product=" Pyruvate dehydrogenase 

phosphatase regulatory subunit." 

/protein-id="CAK05585. 1" 

/db-xref="GI : 115254511" 

/db-xref="GOA:QlMN6 7" 

/db-xref="UniProtKB/TrEMBL:QlMN6 7" 

/ translation="MTKELPKTAKAWIGGGI IG 

CSTAYHLGKLGWTDTVLLERKKLT 

SGTTFHAAGLVGQLRTSANITQLLGYSVDLYKRL 

EEETGLGTGWKMNGGLRVACNEER 

WTEVRRQATTAQSFGLEMQLLTPQEAFDLWPLMA 

VDDLVGAAFLPTDGQANPSDITQA 

LAKGARMSGVSIFEDTEVLDLEIDKGRIRAVITA 

QGRIECERVWCAGQWTRAFAARF 

GVNVPLVSVEHQYIITESFGVPSNLPTLRDPDRL 

T YYKEEVGG I VMGGYEPNP I P WAA 

NGIPDGFHYTLLDSNFDHFEQIMEQALGRVPALE 

NVGVKQLLNGPESFTPDGNFILGE 

APELKNFFVGAGFNAFGIASAGGAGMALAEWVTK 

GEPPYDLWPVDIRRFGRPHFDTDW 

VRTRTLEAYGKHYTMAWPFEEHSSGRPCRKSPLY 

DRLKAQGACFGEKLGWERPNWFAD 

LFANEEPKDVYSYTRQNWFDAVGREHKAVREAAA 

IFDQTSFAKFVLKGRDAEAALSWI 

ASNDVARPVGSLVYTQMLNDKGGIECDVTVARIA 

ENEYYIVTGTGFATHDFDWIARNI 

P AEMH AE LVDVTSAYSVLSLMGPNS R AVL E K V T G 

S DVSNAAFPFGKVRT I G I AGCP VR 

ALRITYVGELGYELHIPVEYATTVYDVLMAAGGE 

LGLVNAGYRAIESCRLEKGYRAWG 

SDIGPDHTPVEAGLGWAVKMRKSIPFRGREAIER 

QLSGGVKKRLACFVPEDADTVLLG 

RETIYRDGKRVGWLSSGGFGYTLGKPIGYGYVRN 

PDGVTEDFVLSGTYELDVARERIP 

CKVSLSPLYDPDMARVKA" 

misc-feature 122519 .. 123595 /locus-tag="RL0097" 

/ inf erence="protein 
motif : Pf am: PF0 1266 .8" 
/note="Pfam match to entry 
PF01266.8 DAO" 

misc-feature 123947 .. 124921 /locus-tag="RL0097" 

/ inf erence="protein 



motif : Pf am: PFO 1571 .8" 
/note="Pfam match to entry 
PF01571.8 GCV-T" 
gene complement ( 125075 .. 1265 /locus-tag="RL0098" 

32) 

CDS complement (125075. .1265 /locus-tag="RL0098" 

32) 

/inference="similar to 
sequence : INSDC : AFO 0 78 0 0 " 
/inf erence="similar to 
sequence: INSDC :RME59 19 85" 
/note=" similarity : fast a; 
with=UniProt:O08355 
(EMBL:AF007800) ; Pseudomonas 
f luorescens . ; mtlD; Mannitol 
dehydrogenase (EC 1.1.1.6 7).; 
length=493; id 40.959; 459 aa 
overlap; query 6-459; subject 
6-459 similarity : fasta; 
with=UniProt :Q92TQ9 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Putative D-mannonate 
oxidoreductase protein (EC 
1.1.1.57).; length=487; id 47.468; 
474 aa overlap; query 6-478; 
subject 6-475" 
/ codon-start=l 
/transl-table=ll 
/product="putative mannitol 
dehydrogenase" 
/protein-id="CAK05586 .1" 
/db-xref="GI: 115254512" 
/db-xref="GOA:QlMN66" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN6 6 " 
/ translation="MTERLQTLSDLAPTAKLPAY 
DRNQLKSGILHLGPGAFFRAHFAP 
FTDAALAAEGGDWG I EVAS LRTADVADNL S AQNG 
LYTTLIRDSSGTTAEVIGSILKAH 
VAPRDPAGLLARLEDPAIRIVSMTVTEKAYGFDP 
ATGGLDLKHPDIVADLVSRHTPRG 
VIGYLVEGLARRRQKGIAPFTPLSCDNLPSNGAV 
LKRLVLEFASRIDPDLHRWIEASV 
PFPSTMVDRITPASTEATYADAERLTGRTDMAAV 
ETEPFTQWVIEDHFANGRPAWEKV 
RGALMVEEVSAYEKMKLRMLNGAHSLLAYLGYIG 
GYEF I RDVMDDAAL AAL AYRHMHA 
AARTLDPVPGIDLDDYASELIARFANKAIAHRTY 
QIAMDGTQKLPQRLLEPASEALAH 
GDRAETYAIAVAAWMRYAIGEHGNGERYELRDPR 
AGEIAALIADIPRTGLAISAALFT 
LPGLFPAALTGHRAWTQDVADKLE I L I QDDRLPL 
F" 

misc-feature complement ( 125159 .. 1264 /locus-tag="RL0098" 
54) 

/inf erence=" protein 
motif :Pfam:PF01232 .10" 
/note="Pfam match to entry 
PF01232.10 Mannitol-dh" 
gene complement ( 126529 .. 1279 /locus-tag="RL0099" 

44) 

CDS complement ( 126529 .. 1279 /locus-tag="RL0099" 



/inf erence="similar to 
sequence :INSDC:A6509 8" 
/inf erence="similar to 
sequence: INSDC : B95958 " 
/note=" similarity : fast a; 
with=UniProt : UXAC-ECOLI 
(EMBL:A65098) ; Shigella flexneri.; 
uxaC; Uronate isomerase (EC 
5.3.1.12) (Glucuronate isomerase) 
(Uronic isomerase) . ; length=EC 
5.3.1.12; id 28.670; 436 aa 
overlap; query 24-445; subject 
16-441 similarity : fasta; 
with=UniProt : UXAC-RHIME 
(EMBL:B95958) ; Rhizobium meliloti 
(Sinorhizobium meliloti).; uxaC; 
Uronate isomerase (EC 5.3.1.12) 
(Glucuronate isomerase) (Uronic 
isomerase).; length=EC 5.3.1.12; 
id 56.103; 467 aa overlap; query 
6-471; subject 3-469" 
/codon-start=l 
/transl-table=ll 
/product="putative uronate 
isomerase (glucuronate isomerase) " 
/protein-id="CAK05587.1" 
/db-xref ="GI : 115254513" 
/db-xref="GOA:QlMN65" 
/db-xref ="UniProtKB/TrEMBL : Q1MN6 5 " 
/ translation="MDAGNGFLHPDRLFPADPAT 
RTVARDLYETVRNLPIVSPHGHTE 
PSWFADDKPFEDAASLLVIPDHYLFRMLHSVGVT 
LDELGVPRLDGKPVASGRAIWRTF 
AAHYHLFRGTPSSLWVDHAMSAVLGCTEPLTPDN 
ADALYDHINAQLALPEFRPRALHQ 
RFGIETIATTDGALDPLAHHQKMAADGWIGKVRT 
TYRPDSVTDPDAVGFRDNLVKFGE 
ITGTEVTRWDGLIEAHRRRRAYFRQFGATATDHG 
VP T AF TADLPLTEKQALLDKALKG 
PLSAEDAELFRGQMMTEMAGLSAEDGMVMQIHAG 
SRRNTDSGLFATRGPNMGADIPTS 
TDWVGGLNALLSKYGHAPGLRVLLFTLDETTYAR 
ELAPMVGHWPCLMIGPPWWFHDSP 
LGIRRYLDQWETAGFANMAGFNDDTRALLSIPA 
RH D VWRRE VC RFLAQLAGEHRLSK 
REAEIVAGELSYGNAKKAYKL " 
isc-feature complement ( 126532 .. 1279 /locus-tag="RL0099" 
32) 

/ inf erence="protein 
motif :Pfam:PF02614. 4" 
/note="Pfam match to entry 
PF02614.4 UxaC" 
ene 128125 .. 128334 /locus-tag="RL0100" 

DS 128125. .128334 /locus-tag="RL0100" 

/inf erence="similar to 
sequence: INSDC :B9 73 73" 
/inf erence="similar to 
sequence: INSDC :C85999" 
/note="similarity : fasta; 
with=UniProt : SLYX-ECOLI 
(EMBL:C85999) ; Escherichia coli 



0157:H7.; slyX; Protein slyX.; 
length=72; id 33.333; 63 aa 
overlap; query 8-69; subject 10-72 
similarity : fast a; 
with=UniProt : SLYX-AGRT5 
(EMBL:B97373) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; slyX; Protein slyX 
homolog.; length=7 0; id 82.857; 7 0 
aa overlap; query 1-69; subject 
1-70" 

/codon-start=l 
/transl-table=ll 

/product="putative slyX protein" 
/protein-id="CAK05588 . 1" 
/db-xref="GI : 115254514" 
/db-xref="UniProtKB/TrEMBL:QlMN6 4" 
/ translation="MSDETNHITRLEEMLAHQAK 
TIEELSDQLAEQWKTVEQMRTKLD 
RLTERFLSLEEQSLDAPAITRPPHY" 

misc-feature 128146 .. 128331 /locus-tag="RL0100" 

/inf erence=" protein 
motif :Pfam:PF0 4102.2" 
/note="Pfam match to entry 
PF04102.2 SlyX" 

gene complement ( 128390 .. 1298 /gene="gabD" 

71) 

/locus-tag="RL0101" 
CDS complement (128390. .1298 /gene="gabD" 

71) 

/locus-tag="RL0101" 
/EC-number=" 1.2.1.16" 
/inf erence="similar to 
sequence: INSDC:C959 48" 
/inf erence="similar to 
sequence: INSDC : ECD89 0 " 
/note=" similarity: fast a; 
with=UniProt : GABD-ECOLI 
(EMBL : ECD89 0 ) ; Escherichia coli.; 
gabD; Succinate-semialdehyde 
dehydrogenase [NADP+] (EC 
1.2.1.16) (SSDH).; length=482; id 
65.409; 477 aa overlap; query 
15-491; subject 6-481 
similarity : fast a; 

with=UniProt:Q92V65 (EMBL : C959 4 8 ) ; 
Rhizobium meliloti ( Sinorhizobium 
meliloti).; Putative 
succinate-semialdehyde 
dehydrogenase (NAD(P)+) protein 
(EC 1.2.1.16).; length=491; id 
67.814; 494 aa overlap; query 
1-493; subject 1-491; putative 
succinate-semialdehyde 
dehydrogenase [NAD(P)+]" 
/codon-start=l 
/transl-table=ll 

/product=" Succinate-semialdehyde 
dehydrogenase [NADP+] (SSDH)." 
/protein-id="CAK05589 .1" 
/db-xref="GI : 115254515" 
/db-xref ="GOA: Q1MN63 " 



/ db-xref ="UniProtKB/TrEMBL : Q1MN63 " 

/ trans lation="MAFTSALTKHVPFSSPLLRD 

AGYIDGVWTSGDATKTFDVLNPAT 

GELLASLPDMGAAETRAAIDAAHAAQPGWAARPA 

RERSTILRKWFDLMVANADELAAI 

LTAEMGKPFPE ARGE I LYAAAY I EWYAEEAKR I Y 

GETIPAPSDDKRMIVIRQPVGWG 

TITPWNFPAAMITRKIAPALAVGCTWSKPAEQT 

P L T A I AL AVL AE Q AG I P AG VF N V I 

VGVDGPAIGRELCGNEKVRKI SFTGSTEVGRI LM 

RQCADQIKKVSLELGGNAPFIVFD 

DAD L D AAVE G A IAS K YRN AG Q T C VC AN R L Y VQ S N 

VYDAFAAKLAAKVAEMSVGDGFEP 

GWI GPL I DEQGLAKVE DHVS DAL AKGAKL L T GG 

KRIDGAGTFFTPTVLTGVARGMKV 

AREETFGPVAPLFRFDTVEDVINQANDTEFGLAA 

YFYAGDLKKVWRVAEALEYGMIGI 

NTGLMSSETAPFGGIKQSGLGREGSRHGADDYLE 

MKYLCIGGV" 

misc-f eature complement ( 128396 .. 1297 /gene="gabD" 
90) 

/locus-tag="RL0101" 
/ infer ence= "protein 
motif :Pfam:PF00171.9" 
/note="Pfam match to entry 
PF00171.9 Aldedh" 
gene complement ( 130039 .. 1313 /gene="gabT" 

19) 

/locus-tag="RL0102" 
/note="synonym: goaG" 
CDS complement ( 130039 .. 1313 /gene="gabT" 

19) 

/locus-tag="RL0102" 
/inf erence="similar to 
sequence: INSDC : A6 48 79 " 
/inf erence="similar to 
sequence: INSDC :AF335502 " 
/note="similarity : f asta; 
with=UniProt : GOAG-ECOLI 
(EMBL:A64879) ; Escherichia coli.; 
goaG; 4-aminobutyrate 
aminotransferase (EC 2.6.1.19) 
(Gamma-amino-N-butyrate 
transaminase) (GABA transaminase) 
(Glutamate : succinic semialdehyde 
transaminase) (GABA 
aminotransferase) (GABA-AT).; 
length=421; id 61.575; 419 aa 
overlap; query 1-419; subject 
1-419 similarity : f asta; 
with=UniProt : Q9AGD3 
(EMBL:AF335502) ; Rhizobium 
leguminosarum. ; gabT; 
4-aminobutyrate aminotransferase 
(EC 2.6.1.19).; length=E ( 426; id 
100.000; 426 aa overlap; query 
1-426; subject 1-426" 
/ codon-start=l 
/transl-table=ll 

/product=" putative 4-aminobutyrate 
aminotransferase" 
/protein-id="CAK05590 . 1" 



/db-xref="GI : 115254516" 

/db-xref="GOA:QlMN62" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN6 2 " 

/ trans lation="MNATSLTDRKNAAISRGVGM 

TTQIYADRAENAEIWDKEGRRYID 

FAAGIAVLNTGHRHPRVIAAVKDQLDRFTHTCHQ 

WPYESYVHLAERLNALLPGDFEK 

KTIFVTTGAEAVENAVKIARAATGRSAVIAFGGG 

FHGRTFMGMALTGKWPYKVGFGA 

MPGDVFHIPFPVELHGVTADQSLAALKKLFAADV 

DPQRVAAI I IEPVQGEGGFYSAPA 

AFMKALRELCDQHGILLIADEVQTGFARTGRMFA 

MDHHEVAPDLTTMAKSLAGGFPLA 

AVTGRAAIMDAPGPGGLGGTYGGNPLGIAAAHAV 

LDVIVDEDLCNRANLLGGRLKQRL 

ESMRETVPEIVDIRGPGFMNAVEFNDRTTGLPSA 

EFANRVRLIALDKGLILLTCGVHG 

NVIRFLAPITIQDEIFGEALDILEASMLQASAAK 



misc-f eature 



complement (130051 . . 1312 /gene="gabT" 
83) 



131486. .132295 
131486. .132295 



misc-feature 131513 .. 131623 



misc-feature 131774 .. 131938 



/locus-tag="RL0102" 
/ infer ence= "protein 
motif :Pfam:PF0 02 02 .8" 
/note="Pfam match to entry 
PF00202.8 Aminotran-3" 
/locus-tag="RL0103" 
/locus-tag="RL0103" 
/inf erence="similar to 
sequence : INSDC : RME59 19 85" 
/note="similarity : f asta; 
with=UniProt :Q92V63 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMb21187.; length=276; id 75.362; 
276 aa overlap; query 1-269; 
subject 1-276" 
/ codon-start=l 
/transl-table=ll 
/product="putative MerR family 
transcriptional regulator" 
/protein-id="CAK05591 . 1" 
/db-xref="GI : 115254517" 
/db-xref ="GOA: Q1MN6 1 " 
/db-xref ="UniProtKB/TrEMBL : Q1MN6 1 " 
/translation=" MNDNGP VRYKVAE AARL AGV 
SASTLRLWESQGLWPGRSETGHR 
QYSADDVARLKRI SWYRVERGLNPAAI REALE SE 
EPSADGAEASQDTGLGRKLRSLRH 
ANGKTLDQVAGDIGVTSSTLSTLERTSQGVSFKT 
LHDLAEYYGTTVSRLSGEESGDVP 
VL VRAGE WRKWPE T T P G VT VQ L L AE GRRMMDC HR 
FVLAPGAASEGAYRHEGEEFMHVL 
SGRLELVLDGDQFFDLGPGDSLYFESRRDHSWRN 
RHDGETVLLWINTPPTF " 
/locus-tag="RL0103" 
/inf erence=" protein 
motif :Pfam:PF0 03 76 .9" 
/note="Pfam match to entry 
PF00376.9 MerR" 
/locus-tag="RL0103" 



132535. .133161 
132535. .133161 



misc-feature 132547 .. 133 053 



133393. .134958 
133393. .134958 



/inf erence=" protein 
motif :Pfam:PF01381 .9" 
/note="Pfam match to entry 
PF01381.9 HTH-3 " 
/locus-tag="RL0104" 
/locus-tag="RL0104" 
/inf erence="similar to 
sequence : INS DC : AEO 0 82 73 " 
/inf erence="similar to 
sequence: INSDC : ECD823 " 
/note="similarity : fasta; 
with=UniProt : RND-ECOLI 
(EMBL : ECD823 ) ; Escherichia coli.; 
rnd; Ribonuclease D (EC 3.1.26.3) 
(RNase D) . ; length=375; id 31.847; 
157 aa overlap; query 13-168; 
subject 14-166 similarity : fasta; 
with=UniProt :Q8U8I4 
(EMBL:AE008273) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; rnd; Ribonuclease D 
(AGR-L-1490p) . ; 

length=AGR-L-1490p; id 88.942; 208 
aa overlap; query 1-208; subject 
1-208 Similar to the N-terminus to 
codon 170 of Escherichia coli 
Ribonuclease D (375 aa) , and 
entire protein is similar to 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970) Ribonuclease D 
(208 aa) " 
/codon-start=l 
/transl-table=ll 

/product="putative ribonuclease" 
/protein-id="CAK05592 .1" 
/db-xref="GI : 115254518" 
/ db-xref ="GOA: Q1MN6 0 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MN6 0 " 
/ tr an s 1 at i on= " MAAT I RYHEGD I S AADVARY 
TGAIAIDTETLGLVPRRDRLCWQ 
LSPGDGTADI IRIAAGQKEAPNLVALLEDPTHQK 
IFHYGRFDIAVLFHTFSVTTTPVF 
CTKIASRLIRTYTDRHGLKDNLKEMLDVDVSKAQ 
QSSDWAAERLSPAQLEYAASDVLY 
LHALRDKLTERLIRDGRYDHATACFEFLPTRAKL 
DLLGWEEADIFAHS " 
/locus-tag="RL0104" 
/ inf erence="protein 
motif :Pfam:PF01612 .10" 
/note="Pfam match to entry 
PF01612.10 3-5-exonuc" 
/locus-tag="RL0105" 
/locus-tag="RL0105" 
/inf erence="similar to 
sequence: INSDC: AEO 0 82 73" 
/note="similarity : fasta; 
with=UniProt : Q8U8 1 7 
(EMBL:AE008273) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu4105 (AGR-L-1495p) . ; 
length=513; id 26.449; 552 aa 



overlap; query 1-519; subject 
1-511" 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05593 .1" 
/db-xref="GI : 115254519" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN59 " 
/ translation="MLTPVRAASNASFSSQGQTA 

aivasglgqsviapapvnaveaad 

lnsaiagklnill l aarermve al fdvi daag h s 

lsldrgedesnlafasrladairr 

lpaarideverqltaqghglplrtiaealknptg 

peaari vayle i vrykdrdlaara 

wrsyrqndaspmrtearpeiqlhednrpaaa.tr 

ql aekvp vl vap l t e aaal l t ae e 

pliaetveaadpetpqpeeapaqpapvaaaevaa 

eeslpqeleaqqllstdldkiedt 

qeaveqsavqprivsdkadpvtprnwagi vasmt 

eeasemiatlireqeietvledvp 

veaaveidtildeaviseatgsltkqpmelaapd 

vrqtaalrpsqpdipplwetrqp 

re vs aqaem i pvpetiesp y vp laarmp e g l a y t 

qlpyqfakdilsnekagethhqhq 

hhf eetdaa 

parrtpf i) 

pvyalyqrmvgwe " 

gene complement ( 135131 .. 1368 /gene="rpsA" 

34) 

/locus-tag="RL0106" 
CDS complement ( 135131 .. 1368 /gene="rpsA" 

34) 

/locus-tag="RL0106" 
/inf erence="similar to 
sequence: INSDC:AE0 093 41" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : f asta; 
with=UniProt :RS1-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; rpsA; 30S ribosomal 
protein SI.; length=568; id 
92.908; 564 aa overlap; query 
1-564; subject 1-564 
similarity : fast a; 
with=UniProt :Q8U8I8 
(EMBL:AE009341) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; rpsA; 30S ribosomal 
protein SI.; length=572; id 
95.398; 565 aa overlap; query 
1-565; subject 7-571" 
/codon-start=l 
/transl-table=ll 

/product="putative 30S ribosomal 
protein SI" 

/protein-id="CAK05594.1" 
/db-xref="GI : 115254520" 
/db-xref="GOA:QlMN5 8" 
/db-xref ="UniProtKB/TrEMBL : Q1MN5 8 " 



misc-f eature complement ( 135245 . . 
72) 



misc-f eature complement ( 135515 . . 
39) 



misc-f eature complement ( 135776 . . 
00) 



misc-f eature complement ( 136037 . . 
55) 



misc-f eature complement ( 136304 . . 
16) 



misc-f eature complement ( 136556 . . 
68) 



/ translat ion="MSVATPSREDFAALLEESFA 
KNDLAEGYVTKGIVTGIEKDVAW 
DVGLKVEGRIALKEFGARAKDGLLKVGDEVEVYV 
ERIENALGEAVLSREKARREESWV 
KLEAKFEAGERVEGVIFNQVKGGFTVDLDGAIAF 
LPRSQVDIRPIRDVTPLMHNPQPF 
EILKMDKRRGNIWSRRTVLEESRAEQRSEIVQN 
LEEGQWDGWKNITDYGAFVDLG 
G I DGLLHVTDMAWRRVNHP S E I LN I GQQVKVQ 1 1 
RINQETHRISLGMKQLESDPWDGI 
QAKYPEGKKISGTVTNITDYGAFVELEPGIEGLI 
HISEMSWTKKNVHPGKILSTSQEV 
EVWLEVDPSKRRISLGLKQTLENPWAAFARSHP 
AGTEVEGEVKNKTEFGLFIGLDGD 
VDGMVHLSDLDWNRPGEQVIEEFNKGDWKAVVL 
DVDVEKERISLGIKQLGKDAVGDA 
AASGDLRKNAWSCEVIAVNDGGVEVKLVNHEDI 
TSFIRRADLARDRDEQRPERFSVG 
QVF DARVTNF SKKDRKIMLSIKALEIAEE KE AVA 
QFGSSDSGASLGDILGAALKNRGG E" 
1354 /gene="rpsA" 

/locus-tag="RL0106" 
/ inf erence="protein 
motif :Pfam:PF00575.9" 
/note="Pfam match to entry 
PF00575.9 SI" 
1357 /gene="rpsA" 

/locus-tag="RL0106" 
/inf erence= "protein 
motif :Pfam:PF00575.9" 
/note="Pfam match to entry 
PF00575.9 SI" 
1360 /gene="rpsA" 

/locus-tag="RL0106" 
/inf erence= "protein 
motif :Pfam:PF00575.9" 
/note="Pfam match to entry 
PF00575.9 SI" 
1362 /gene="rpsA" 

/locus-tag="RL0106" 
/inf erence= "protein 
motif :Pfam:PF00575.9" 
/note="Pfam match to entry 
PF00575.9 SI" 
1365 /gene="rpsA" 

/locus-tag="RL0106" 
/inf erence=" protein 
motif :Pfam:PF00575 .9" 
/note="Pfam match to entry 
PF00575.9 SI" 
1367 /gene="rpsA" 

/locus-tag="RL0106" 
/inf erence=" protein 
motif :Pfam:PF00575.9" 
/note="Pfam match to entry 
PF00575.9 SI" 



gene complement ( 137011 . . 

58) 

CDS complement ( 137011 . . 

58) 



misc-feature complement ( 137023 . . 
81) 



misc-feature complement ( 137548 . . 
31) 



gene complement ( 137731 . . 

89) 

CDS complement ( 137731 . . 

89) 



1376 /locus-tag="RL0107" 

1376 /locus-tag="RL0107" 

/inf erence="similar to 
sequence: INSDC: AO 4448" 
/inf erence="similar to 
sequence: INSDC :SME59 17 83" 
/note=" similarity : fast a; 
with=UniProt : KCY-ECOLI 
(EMBL:A04448) ; Escherichia coli 
0157 :H7.; cmk; Cytidylate kinase 
(EC 2.7.4.14) (CK) (Cytidine 
monophosphate kinase) (CMP kinase) 
(MssA protein) (P25).; length=EC 
2.7.4.14; id 41.475; 217 aa 
overlap; query 1-203; subject 
1-216 similarity : fasta; 
with=UniProt : KCY-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; cmk; Cytidylate kinase 
(EC 2.7.4.14) (CK) (Cytidine 
monophosphate kinase) (CMP 
kinase).; length=EC 2.7.4.14; id 
83.092; 207 aa overlap; query 
5-211; subject 2-208" 
/codon-start=l 
/transl-table=ll 
/product="putative cytidylate 
kinase" 

/protein-id="CAK05595.1" 
/db-xref="GI : 115254521" 
/db-xref="GOA:QlMN57" 
/db-xref="UniProtKB/TrEMBL:QlMN5 7" 
/ translation="MTNETFTIAIDGPAAAGKGT 
LSRRIADQYGFHHLDTGLTYRATA 
KALLDAGLPLDDEAVAEKIAREVELAGLDRDILS 
KHE I GEAAS R I AVMP AVRRAL VE A 
QRRFSTKAPGTVLDGRDIGTWCPNAAVKFYVTA 
SPEVRARRRYDEILGKGLTADFDA 
IFEDVKRRDERDMGRADSPLKPADDAHLLDTSEM 
S I EAAFQAAQ S 1 1 DAVL S RN A " 
1374 /locus-tag="RL0107" 

/inf erence=" protein 
motif :Pfam:PF0222 4.5" 
/note="Pfam match to entry 
PF02224.5 Cytidylate-kin" 
1376 /locus-tag="RL0107" 

/inf erence=" protein 
motif :Pfam:PF0 0406 .10" 
/note="Pfam match to entry 
PF00406.10 ADK" 
1390 /gene="aroA" 

/locus-tag="RL0108" 
1390 /gene="aroA" 

/locus-tag="RL0108" 
/EC-number= "2.5.1.19" 



/inf erence="similar to 
sequence: INSDC : AF326475" 
/ note=" similarity : fasta; 
with=UniProt : AROA-BRUAB 
(EMBL:AF326475) ; Brucella 
abortus.; aroA; 3-phosphoshikimate 
1-carboxyvinyltransf erase (EC 
2.5.1.19) (5- 

enolpyruvylshikimate-3 -phosphate 
synthase) (EPSP synthase) 
(EPSPS).; length=450; id 79.418; 
447 aa overlap; query 1-447; 
subject 1-444 similarity : fasta; 
with=UniProt :AAL67577; length=455; 
id 86.637; 449 aa overlap; query 
1-449; subject 1-449" 
/ codon-start=l 
/transl-table=ll 
/product= "putative 
3-phosphoshikimate 
1-carboxyvinyltransf erase 
(5-enolpyruvylshikimate-3-phosphat 
e synthase) (EPSP synthase) " 
/protein-id="CAK05596 .1" 
/db-xref ="GI : 115254522" 
/db-xref="GOA:QlMN56" 
/db-xref="UniProtKB/TrEMBL:QlMN56" 
/ translation="MLNGSASKPATARKSAGLTG 
SVRIPGDKSISHRSFMIGGLASGE 
TRITGLLEGEDVINTGRAMQAMGARIRKEGAQWV 
I E G T GNG AL LAP DAP L DF GN AG T G 
VRLTMGLVGTYDFHSTFIGDASLSKRPMGRVLNP 
LREMGVQVSASEGDRLPVTLRGPG 
TPSPIRYRVPMASAQVKSAVLLAGLNTPGVTTVI 
EPVMTRDHTEKMLQGFGAALSVET 
DGDGVRTIRLEGRGKLAGQVIDVPGDPSSTAFPL 
VAALIVPGSDI T I VNVLMNPTRTG 
LILTLQEMGADIEWNARLAGGEDVADLRVRHSE 
LKGVTVPEDRAP SMI DE YP I LAVA 
ACFAEGATVMKGLEELRVKESDRLSAVADGLKLN 
GVDCDEGEDFL I VRGRPDGKGLGN 
AADGRVSTHLDHRIAMSFLVLGLASEHAVTIDDA 
AMIATSFPEFMQLMTGLGAKIELV AE" 
misc-feature complement ( 137770 .. 1390 /gene="aroA" 
50) 

/locus-tag="RL0108" 
/ inf erence="protein 
motif :Pfam:PF0 02 75. 8" 
/note="Pfam match to entry 
PF00275.8 EPSP-synthase" 
gene 139366 .. 139 749 /locus-tag="RL0109" 

CDS 139366. .139749 /locus-tag="RL0109" 

/inf erence="similar to 
sequence: INSDC :AE0 0 82 73" 
/note="similarity : fasta; 
with=UniProt : Q8U4Y6 
(EMBL:AE008273) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; AGR-L-1500p . ; length=129; 
id 77.344; 128 aa overlap; query 
1-126; subject 1-128" 
/ codon-start=l 



139901. 
139901. 



139976 
139976 



140098 . .140430 
140098. .140430 



misc-feature 140098 .. 140340 



140531 . .141253 
140531. .141253 



/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05597. 1" 
/db-xref="GI : 115254523" 
/db-xref="UniProtKB/TrEMBL:QlMN5 5" 
/ trans lation="MAKAELGTKRTDPETGKKFY 
DLNRDPIVSPYTGKSYPLSFFEET 
SAIAEVAEEDEVAEVDTENTEVELVSLEDADDAA 
SGDDIPDIGDDDVEIEGDDDDDTF 
LTPDEDDDDDDMSDI IGVTGDEDEV" 
/gene="tRNA-Ala" 
/gene="tRNA-Ala" 
/product="tRNA-Ala" 
/note="anticodon GGC" 
/locus-tag="RL0110" 
/locus-tag="RL0110" 
/inf erence="similar to 
sequence: INSDC:AE0 10 061" 
/note="similarity : f asta; 
with=UniProt :YE20-STRP8 
(EMBL:AE010061) ; Streptococcus 
pyogenes (serotype Ml 8).; 
Hypothetical UPF0213 protein 
spyM18-1420 . ; length=92; id 
39.726; 73 aa overlap; query 3-73; 
subject 7-76" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05598 . 1" 

/db-xref="GI: 11525452 4" 

/db-xref="GOA:QlMN54" 

/db-xref="UniProtKB/TrEMBL:QlMN5 4" 

/ translation="MNYVYILHSTEFPDRYYVGV 

TSDLKSRLAKHNAGEVSHTSKYLP 

WSLKTYLAFSDEAQAFAFEKYLKSASGRAFAKIK 

TLAAPFNSGRTLPQPPDQTIATRP TGSRVRLT" 

/locus-tag="RL0110" 

/inf erence=" protein 

motif : Pf am: PF0 1541 .11" 

/note="Pfam match to entry 

PF01541.il GIY-YIG" 

/locus-tag="RL0111" 

/locus-tag="RL0111" 

/inf erence="similar to 

sequence: INSDC:HS3 77250" 

/note=" similarity : f asta; 

with=UniProt:Q8UIY5 

(EMBL:HS377250) ; Agrobacterium 

tumefaciens (strain C58/ATCC 

33970).; Hypothetical protein 

Atu0156.; length=236; id 61.572; 

229 aa overlap; query 1-229; 

subject 1-229" 

/codon-start=l 

/transl-table=ll 

/product= "putative transmembrane 
protein" 

/protein-id="CAK05599 .1" 
/db-xref="GI : 115254525" 



misc-f eature 



misc-f eature 



order (140573. .140641, 
140723 . .140791, 
140810. .140869, 



140927. 
141053. 
141116. 



141322 . 
141322. 



140995, 
141106, 
141184) 



misc-feature 140585 .. 141175 



142110 
142110 



order (141349. .141414 
141433 . .141501) 



/db-xref="GOA:QlMN53" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN53 " 

/ translation="MTRSRRRRI IRTRRTLTGLA 

LVGSISFLAGMTDATGLLLTGDFV 

SFMTGNTTRAALALSEGNLYHAAVLICAIWFVL 

GNAAGIVISHI SQRRIFWLGCVG 

LVLALASMMTVQNMLFARFYMIVFSMGMVNAAVE 

HIEGLPIGLTYVTGALSRFGRGIG 

RWIIGDRRVEWTIQIVPWGGMVLGAIAGAVLTRL 

TGAHALWLVSLFAMVLALAAMLIP 

RPLQRRFNQKVAPSGSAITRAK" 

/locus-tag="RL0111" 



/ infer ence= "protein 
motif :TMHMM: 2.0" 
/note="6 probable transmembrane 
helices predicted at aa 31-53, 
81-103, 110-129, 149-171,191-208 
and 212-234" 
/locus-tag="RL0111" 
/ infer ence= "protein 
motif :Pfam:PF06912 .1" 
/note="Pfam match to entry 
PF06912.1 DUF1275" 
/locus-tag="RL0112" 
/locus-tag="RL0112" 
/inf erence="similar to 
sequence :INSDC:SME59 17 83" 
/note="similarity : f asta; 
with=UniProt :Q92KS9 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; HYPOTHETICAL 
TRANSMEMBRANE PROTEIN.; 
length=335; id 60.377; 265 aa 
overlap; query 1-261; subject 
74-334" 

/ codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
protein" 

/protein-id="CAK05600 . 1" 

/db-xref="GI : 115254526" 

/db-xref ="GOA: Q1MN52 " 

/db-xref ="UniProtKB/TrEMBL : Q1MN52 " 

/ translation="MFLISKLVWIFAQPLSLAFF 

L VF L AL LAG L L RWRT L S I L G AAG S 

ALILFVTLYTTAGNLLMQGLEQRFAKPAADPDSL 

QCMI VLGGGFENEVNTARHG I EFN 

GGADRFIEALRLAQKFPQSRILVSGGDGSISGIY 

EGDAAASERFFPLFGVGRDRLIEE 

RQSRTTFENAVNTKEFLASQGLSNCLLITSGFHM 

PRSVGIFRKLGIDIVPWPTDYRTD 

GQVRLGLDFTQPSLNAQNLATAIREWYGLVGYYL 

AGRTSELYPS" 

/locus-tag="RL0112" 



/ inf erence="protein 



misc-feature 141550 .. 142062 



142264. .142677 
142264. .142677 



142765. .143400 
142765. .143400 



motif :TMHMM:2 . 0" 

/note="2 probable transmembrane 

helices predicted at aa 10-31 and 

38-60" 

/locus-tag="RL0112" 
/inf erence=" protein 
motif :Pfam:PF02698 .5" 
/note="Pfam match to entry 
PF02698.5 DUF218" 
/locus-tag="RL0113" 
/locus-tag="RL0113" 
/inf erence="similar to 
sequence : INS DC : AE0 0 899 0 " 
/note=" similarity : f asta; 
with=UniProt :Q8UIY6 
(EMBL:AE008990) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0155.; length=150; id 43.443; 
122 aa overlap; query 5-124; 
subject 25-144" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05601 . 1" 

/db-xref="GI : 115254527" 

/db-xref="UniProtKB/TrEMBL:QlMN51" 

/ translation="MRRRDHEITAFGNLQVEI IG 

TAWIALRPLLPVAGQLALVDHRV 

DQAVIVDVLPDDETIGKFGRLALLLEMFLLVDLR 

VGDQRLLTEGDSRHGKQQDDIQNG 

EHQRFHGFPLLDKGSVAQCMSPKVCSGSRTTTCI 

T" 

/locus-tag="RL0114" 
/locus-tag="RL0114" 
/inf erence="similar to 
sequence: INSDC:AE0 0 899 0" 
/note="similarity : f asta; 
with=UniProt:Q8UIY7 
(EMBL:AE008990) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0154.; length=229; id 73.460; 
211 aa overlap; query 1-211; 
subject 18-228" 
/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
protein" 

/protein-id="CAK05602 .1" 

/db-xref="GI : 115254528" 

/db-xref="GOA:QlMN50" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN5 0 " 

/ translation="MSLLVYLDYAGIALFAATGA 

LAASRKQLDLIGFLFFAMVTGTGG 

GTVRDI VLGRVPVFWVLNPAY I LVCC I VGVMVFF 

TAHLLESRYRLLIWLDAIGLAAYC 

VIGAAKGLAATGSPTIAIVTGTLTATFGGILRDL 

MANEPSVLLRPEIYVTAALIGAGV 

FTLANGLGMQLYLASACGWAAFGVRGGALWFGW 

TFPTYRHKPGRHPDDVM" 



142765. .142828 



misc-f eature 



order (142774. .142833, 
142852 . .142920, 
.142998, 
.143085, 
.143163, 
.143265, 
.143346) 



142930. 
143032. 
143095. 
143197. 
143278. 



misc-feature 142774 .. 143031 



misc-feature 143032 .. 143301 



gene complement ( 143477 .. 1438 

99) 



CDS complement ( 143477 .. 143? 

99) 



/locus-tag="RL0114" 
/ inf erence="protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0114 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.910) 
with cleavage site probability 
0.839 between residues 22 and 23" 
/locus-tag="RL0114" 



/ inf erence="protein 
motif :TMHMM:2 . 0" 

/note="7 probable transmembrane 
helices predicted at aa 4-23, 
30-52, 56-78, 90-107,111-133, 
145-167 and 172-194" 
/locus-tag="RL0114" 
/inf erence= "protein 
motif :Pfam:PF03 458 .3" 
/note="Pfam match to entry 
PF03458.3 UPF0126" 
/locus-tag="RL0114" 
/inf erence= "protein 
motif :Pfam:PF03458 .3" 
/note="Pfam match to entry 
PF03458.3 UPF0126" 
/gene="irr" 

/locus-tag="RL0115" 
/ gene="irr " 

/locus-tag="RL0115" 
/inf erence="similar to 
sequence: INSDC:AF0 73 7 72" 
/inf erence="similar to 
sequence: INSDC : RLE492 8 71" 
/note="similarity : f asta; 
with=UniProt:085719 
(EMBL:AF073772) ; Br adyrhi zobium 
japonicum. ; irr; Iron response 
regulator.; length=163; id 61.111; 
126 aa overlap; query 14-139; 
subject 38-163 similarity : f asta; 
with=UniProt : Q8KLU1 
(EMBL:RLE492871) ; Rhizobium 
leguminosarum (biovar viciae).; 
irr; Iron response regulator 
protein.; length=139; id 98.561; 
139 aa overlap; query 2-140; 
subject 1-139" 
/codon-start=l 
/transl-table=ll 

/product="iron response regulator" 

/protein-id="CAK056 03 .1" 

/db-xref="GI : 115254529" 

/db-xref ="GOA: Q1MN49 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MN49 " 



/ translation="MMTGAFPIAIEVRLRGAGLR 

PTRQRVALGDLLFAKGDRHLTVEE 

LHEEAVAAGVPVSLATVYNTLHQFTEAGLIRVLA 

VESAKTYFDTNVSDHHHFFVEGDN 

EVLDIPVSNLTIANLPEPPEGMEIAHVDWIRLR 

AKQG " 

misc-f eature complement ( 143498 .. 1438 /gene="irr" 
54) 

/locus-tag="RL0115" 
/ inf erence="protein 
motif :Pfam:PF01475.6" 
/note="Pfam match to entry 
PF01475.6 FUR" 

gene 144197 .. 144712 /gene="fabA" 

/locus-tag="RL0116" 

CDS 144197. .144712 /gene="fabA" 

/locus-tag="RL0116" 
/EC-number="4 . 2.1.60" 
/inf erence="similar to 
sequence: INSDC:C9 73 77" 
/inf erence="similar to 
sequence: INSDC : HSDD9B1D" 
/note="similarity : f asta; 
with=UniProt : FABA-ECOLI 
(EMBL:HSDD9B1D) ; Shigella 
flexneri.; fabA; 

3- hydroxydecanoyl- [ acyl-carr ier-pr 
otein] dehydratase (EC 4.2.1.60) 
(Beta-hydroxydecanoyl thioester 
dehydrase) . ; length=171; id 
55.952; 168 aa overlap; query 

4- 171; subject 3-170 
similarity: f asta; 

with=UniProt:Q8UIZ0 (EMBL : C9 73 7 7 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; fabA; 
D-3-hydroxydecanoyl- (Acyl 
carrier-protein) dehydratase.; 
length=acyl carrier-p ( 185; id 
88.889; 171 aa overlap; query 
1-171; subject 15-185" 
/codon-start=l 
/transl-table=ll 
/product=" putative 

3-hydroxydecanoyl- [ acyl-carr ier-pr 
otein] dehydratase 
(Beta-hydroxydecanoyl thioester 
dehydrase) " 

/protein-id="CAK05604. 1" 

/db-xref="GI : 115254530" 

/db-xref="GOA:QlMN48" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN4 8 " 

/ translation="MTTRQSSFSYEELIACAHGE 

LFGPGNAQLPLPPMLMVHRI TE I S 

ETGGTFDKGYLRAEYDVRPDDWYFPCHFEGNPIM 

PGCLGLDGMWQLTGFFLGWLGEEG 

RGMAL S T GE VKF KGMVRP QTKLIEYGIDF KR VMR 

GRLVLGTADGWLKADGET I YQAAD 

LRVGLSKDKTA" 

gene 144791 .. 145990 /gene="fabB" 

/locus-tag="RL0117" 
CDS 144791. .145990 /gene="fabB" 



misc-feature 144791 .. 145504 



misc-feature 145526 .. 145984 



/locus-tag="RL0117" 
/EC-number= "2.3.1.41" 
/inf erence="similar to 
sequence: INSDC:AE0 0 89 89" 
/inf erence="similar to 
sequence: INSDC:AE0 16 76 4" 
/note=" similarity : fast a; 
with=UniProt:FABB-ECOLI 
(EMBL:AE016764) ; Escherichia coli 
06.; fabB; 

3-oxoacyl- [ acyl -carrier-protein ] 
synthase I (EC 2.3.1.41) (Beta- 
ketoacyl-ACP synthase I) (KAS I).; 
length=406; id 59.091; 396 aa 
overlap; query 1-396; subject 
12-403 similarity : fasta; 
with=UniProt :Q8UIZ1 
(EMBL:AE008989) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; fabB; 

3-oxoacyl- ( Acyl-carr ier-protein ) 
synthase I . ; 

length=acyl-carrier-protein; id 
90.226; 399 aa overlap; query 
1-399; subject 12-407; putative 
3-oxoacyl- [ acyl-carr ier-protein ] 
synthase I" 
/codon-start=l 
/transl-table=ll 

/product=" 3-oxoacyl- [ acyl -carrier- 
protein] synthase I 
(Beta-ketoacyl-ACP synthase I) 
(KAS I) . " 

/protein-id="CAK05605 . 1" 

/db-xref="GI: 115254531" 

/db-xref="GOA:QlMN4 7" 

/db-xref="UniProtKB/TrEMBL:QlMN4 7" 

/ translation="MSSIGNDAAEVTESLRQAKS 

GISFSSDFAEHGFKCQVWGSPKLG 

S AELAELVDRRAMRF L S QGGAWNHVAMKQAL AD S 

GLEEKDYAQNERTGI IMGSGGPST 

RTLIEAAEITIKNNSPKRIGPFAVPKAMSSTASA 

TLATWFKI HGVN Y S I S S AC S T S AH 

CIGNAAEMIQWGKQDVMFAGGHEDLDWTMSNLFD 

AMGAMSSKYNDTPDSASRAYDVNR 

DGFVIAGGAGVLVLEELERAKARGAKIYAEIVGY 

GAT S DG YDMVAP S GE G A I RCMRQ A 

L AT VKGDVD YVNTHG TSTPVGDSKEIGAIREVFG 

SKIPHIQSTKSLTGHSLGAAGVQE 

SIYSLLMMQQGFIGESAHITELDPEFEGVPIVRK 

RIDDAKIDIALSNSFGFGGTNATL VFQRYNG" 

/gene="f abB " 

/locus-tag="RL0117" 

/inf erence=" protein 

motif :Pfam:PF00109 .11" 

/note="Pfam match to entry 

PF00109.il ketoacyl-synt" 

/gene="f abB " 

/locus-tag="RL0117" 

/ inf erence="protein 

motif :Pfam:PF02801 . 7" 

/note="Pfam match to entry 



PF02801.7 Ketoacyl-synt-C" 

gene 145998 .. 146804 /gene="fabl" 

/locus-tag="RL0118" 

CDS 145998. .146804 /gene="fabl" 

/locus-tag="RL0118" 
/EC-number=" 1.3.1.9" 
/inf erence="similar to 
sequence: INSDCrHS 75 72 42" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : fasta; 
with=UniProt : FABI-ECOLI 
(EMBL:HS757242) ; Shigella 
flexneri.; fabl; 
Enoyl- [acyl-carrier-protein] 
reductase [NADH] (EC 1.3.1.9) 
(NADH- dependent enoyl-ACP 
reductase).; length=261; id 
52.510; 259 aa overlap; query 
3-260; subject 1-259 
similarity : fast a; 
with=UniProt : FAI2-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; fabI2; 
Enoyl- [acyl-carrier-protein] 
reductase [NADH] 2 (EC 1.3.1.9) 
(NADH- dependent enoyl-ACP 
reductase 2).; length=268; id 
85.448; 268 aa overlap; query 
1-268; subject 1-268" 
/codon-start=l 
/transl-table=ll 
/product="putative 
Enoyl- [acyl-carrier-protein] 
reductase [NADH] (NADH-dependent 
enoyl-ACP reductase)" 
/protein-id="CAK05606 .1" 
/db-xref ="GI : 115254532" 
/db-xref="GOA:QlMN46" 
/db-xref="UniProtKB/TrEMBL:QlMN4 6" 
/ translation="MTGIMQGKRGLVMGVANNHS 
IAWGISKALAAQGAELAFTYQGDA 
LGKRVKPLAAEVNSDFVLPCDVEDIASVDAWDA 
ISERWGKLDFIVHAIGFSDKNELK 
GLYADTTRENFSRTMVISCFSFTEIAKRCAPLME 
DGGAMLTLTYNGSTRVIPNYNVMG 
VAKAALEASVRYLAADYGPRGIRVNAISAGPIRT 
L AGAG I S DARA I LSWNQRNAP LRK 
TVTIDQVGSSALYLLSDLSSGVTGEVHFVDAGFN 
VTSMPTLETLRKADVE " 

misc-feature 146058 .. 146750 /gene="fabl" 

/locus-tag="RL0118" 
/inf erence=" protein 
motif :Pfam:PF00106 .11" 
/note="Pfam match to entry 
PF00106.il adh-short" 

gene complement ( 146893 .. 1479 /locus-tag="RL0119" 

09) 

CDS complement ( 146893 .. 1479 /locus-tag="RL0119" 

09) 

/EC-number="2 . 1.1.52" 



/inf erence="similar to 
sequence :INSDC:SME59 17 83" 
/inf erence="similar to 
sequence: INSDC:U0 0 096" 
/note="similarity : fasta; 
with=UniProt :RSMC-ECOLI 
(EMBL:U00096) ; Escherichia coli.; 
rsmC; Ribosomal RNA small subunit 
methyltransf erase C (EC 2.1.1.52) 
(rRNA 

(guanine-N ( 2 ) -) -methyltransf erase ) 
(16S rRNA m2G1207 

methyltransferase) .; length=342; 
id 31.366; 322 aa overlap; query 
23-336; subject 18-333 
similarity : fasta; 
with=UniProt :Q92KT0 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc00325.; length=338; id 70.710; 
338 aa overlap; query 1-338; 
subject 1-338" 
/codon-start=l 
/transl-table=ll 

/product="putative ribosomal RNA 
small subunit methyltransferase" 
/protein-id="CAK05607. 1" 
/db-xref ="GI : 115254533" 
/db-xref="GOA:QlMN45" 
/db-xref="UniProtKB/TrEMBL:QlMN4 5" 
/ translation="MSSETLKTLFHPFASGTVAA 
PGEGERVLFLGAEAGFALPEGFAA 
SLSAVQGFRPLYRQLLAQRIEAKPEIDGEDYDAA 
LVLCTKHKGENEANLAAAIARTRL 
GGL I WAGAKE DG I QPLRKRMEGFNLAVDYMPKY 
HGVAFWFGRPADADE I I SKLAKAP 
VRVDGRFNATAGMFSHDRIDAGSELLTSRLPEDF 
TGDVADFGAGWGYLSVEMARKSVG 
LTRLDLYEADHAALEAARDNLAKNCPNAPARFFW 
HDLAGEPVKDKYDLI IMNPPFHEG 
HAAEPALGQAMIKTAASALRGGGRLMLVANRGLP 
YEPVLAANFRESGETCRNARFKVL WAKK " 
misc-feature complement ( 146896 .. 1470 /locus-tag="RL0119" 
48) 

/inf erence=" protein 
motif :Pfam:PF05175.2" 
/note="Pfam match to entry 
PF05175.2 MTS " 
gene complement ( 147985 .. 1501 /gene="pnp" 

23) 

/locus-tag="RL012 0" 
CDS complement ( 147985 .. 1501 /gene="pnp" 

23) 

/locus-tag="RL012 0" 
/EC-number="2 . 7.7.8" 
/inf erence="similar to 
sequence: INSDC:AE0 0 7950" 
/inf erence="similar to 
sequence: INSDC:HS1 0622 8" 
/note="similarity : fasta; 
with=UniProt:PNP-ECOLI 



(EMBL:HS106228) ; Escherichia 
coli.; pnp; Polyribonucleotide 
nucleotidyltransferase (EC 
2.7.7.8) (Polynucleotide 
phosphorylase) (PNPase).; 
length=711; id 56.802; 713 aa 
overlap; query 1-712; subject 
1-708 similarity : fasta; 
with=UniProt : Q8UJ56 
(EMBL:AE007950) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; pnpA; Polyribonucleotide 
nucleotidyltransferase 
(AGR-C-124p) . ; length=713; id 
92.546; 711 aa overlap; query 
1-711; subject 1-711" 
/ codon-start=l 
/transl-table=ll 
/product= "putative 
Polynribonucleotide 
nucleotidyltransferase 
(Polynucleotide phosphorylase) 
(PNPase) " 

/protein-id="CAK05608 . 1" 
/db-xref="GI : 115254534" 
/db-xref="GOA:QlMN4 4" 
/db-xref="UniProtKB/TrEMBL:QlMN4 4" 
/ translation="MFDTHTVEIEWAGRPLKLET 
GKIARQADGAVLATYGETWLATV 
VSAKAPKAGQDFFPLTVNYQEKTYAAGKIPGGYF 
KREGRPSEKETLVSRLIDRPIRPL 
FPEGYKNDTQWVTVIQHDLENDPDVLSMVATSA 
ALTLSGVPFMGPVGGARVGYINGE 
YVLNPHLDEMDESSLDLWAGTYDAVLMVESEAK 
ELNEDVML 'LDA 
IIKLAEVAAKEPRDFQPADYSALESEMLGLAEGE 
LRNAYKI TQKADRYAAVDAVKAKV 

i :ah f l E' e e ■ jE ae y t ae w :-a i fkhl qak i vrwn i 

LDTKSRIDGRNLETVRPIVSEVGL 
LPRTHGSALFTRGETQAIWATLGTGEDEQYVDS 
LTGMYKERFLLHYNFPPYSVGETG 
RMGSPGRREIGHGKLAWRAIRPMLPTPEQFPYTL 
RWSEITESNGSSSMATVCGTSLA 
LMDAGVP L AKP VAG I AMG LILEGDRFAVLSDILG 
DEDHLGDMDFKVAGTADG ITSLQM 
DIKITGITEEIMKVALGQAQGGRVHILGEMSKAI 
TESRGQLGEFAPRI EVMN I PVDKI 
REVIGSGGKVIREIVEKTGAKINIEDDGTVKIAS 
SSGKEIEAARKWIHSIVAEPEIGQ 
VYEGTWKTADFGAFVNFFGARDGLVHISQLASE 
RVAKTQDWKEGDKVWVKLLGFDE 
RGKVRLSMKWDQATGQEIPNEKKKEEAAE " 
misc-f eature complement ( 148051 .. 1482 /gene="pnp" 
69) 

/locus-tag="RL012 0" 
/inf erence=" protein 
motif :Pfam:PF00575.9" 
/note="Pfam match to entry 
PF00575.9 SI" 
misc-f eature complement ( 148285 .. 1484 /gene="pnp" 
58) 

/locus-tag="RL012 0" 



complement (148534 
46) 



complement ( 148753 
54) 



complement (149161 
03) 



complement (149491 
85) 



complement (149692 
90) 



complement (150472 
41) 

complement (150472 
41) 



/inf erence=" protein 
motif :Pfam:PF00013 .12" 
/note="Pfam match to entry 
PF00013.12 KH-1" 
1487 /gene="pnp" 

/locus-tag="RL012 0" 
/ inf erence="protein 
motif :Pfam:PF03725 . 4" 
/note="Pfam match to entry 
PF03725.4 RNase-PH-C" 
1491 /gene="pnp" 

/locus-tag="RL012 0" 
/inf erence=" protein 
motif :Pfam:PF01138 . 10" 
/note="Pfam match to entry 
PF01138.10 RNase-PH" 
1494 /gene="pnp" 

/locus-tag="RL012 0" 
/inf erence=" protein 
motif :Pfam:PF03 726 .3" 
/note="Pfam match to entry 
PF03726.3 PNPase" 
1496 /gene="pnp" 

/locus-tag="RL012 0" 
/ inf erence="protein 
motif :Pfam:PF03 725. 4" 
/note="Pfam match to entry 
PF03725.4 RNase-PH-C" 
1500 /gene="pnp" 

/locus-tag="RL012 0" 
/inf erence= "protein 
motif :Pfam:PF01138 . 10" 
/note="Pfam match to entry 
PF01138.10 RNase-PH" 
1507 /gene="rpsO" 

/locus-tag="RL0121" 
1507 /gene="rpsO" 

/locus-tag="RL0121" 
/inf erence="similar to 
sequence: INSDC:BS2966 8" 
/inf erence="similar to 
sequence :INSDC:SME59 17 83" 
/note="similarity : fasta; 
with=UniProt :RS15-BACSU 
(EMBL:BS29668) ; Bacillus 
subtilis.; rpsO; 30S ribosomal 
protein S15 (BS18).; length=BS18 ( 
88; id 6 4.773; 88 aa overlap; 
query 2-89; subject 1-88 
similarity : fast a; 
with=UniProt :Q92SW1 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; PROBABLE 30S RIBOSOMAL 
PROTEIN SI 5.; length=89; id 



misc-f eature 



complement (150478 . 
26) 



complement ( 150895 . 
33) 

complement ( 150895 . 
33) 



misc-f eature complement (150913. .151' 



complement (151863 . 
95) 



complement ( 151863 . 



87.640; 89 aa overlap; query 1-89; 

subject 1-89" 

/codon-start=l 

/transl-table=ll 

/product="putative 30S ribosomal 
protein S15" 

/protein-id="CAK05609 .1" 
/db-xref="GI : 115254535" 
/db-xref="GOA:QlMN43" 
/db-xref="UniProtKB/TrEMBL:QlMN43" 
/ 1 r an s 1 at i on= " MS I TAERKSAL I KEYATVEG 
DTGSPEVQVAILTERINNLTEHFK 
DHKKDNHSRRGLLTMVSSRRSLLDYLKKKDEGRY 
SKLITSLGIRR " 
.1507 /gene="rpsO" 

/locus-tag="RL0121" 
/ in f erence= "protein 
motif :Pfam:PF0 0312 .9" 
/note="Pfam match to entry 
PF00312.9 Ribosomal-S15" 
.1518 /locus-tag="RL0122" 

.1518 /locus-tag="RL0122" 

/inf erence="similar to 
sequence: INSDC:AP0 05961" 
/note="similarity : f asta; 
with=UniProt :Q89EE1 
(EMBL:AP005961) ; Bradyrhizobium 
japonicum.; Oxidoreductase . ; 
length=308; id 51.399; 286 aa 
overlap; query 22-306; subject 
12-294" 

/codon-start=l 
/transl-table=ll 

/product= "putative oxidoreductase" 

/protein-id="CAK05610 . 1" 

/db-xref ="GI : 115254536" 

/db-xref="UniProtKB/TrEMBL:QlMN4 2" 

/ trans lation="MSGGSDAISSLSGRHSGPRG 

HGGPTEGKIMRGTAIGILTFFSMF 

L AAAGARS AE RWAE L P AF P S MP VAKT S GMAEVN D 

IKMYYAEYGEGDP I LF I HGGLGNA 

DVWGHQVADFAKDHLVIVADSRGHGRSTRSQQPF 

GYDLMTSDYVALLDYLKIDKVTLV 

GWSDGGIIGIDMAMKNPEKLTRVIAQAANVTTDG 

VKADVMNNKTFNDYINVAGEYYRK 

LSPTPNEYEAFVTQISHMWETQPAWTAADLGKIA 

VPVTLAIGDHDEAVKLDHTEMMAK 

DIPGAKLVILKDASHFAMLQDPTGYDAMIRDAMA 

GR" 

/locus-tag="RL0122" 



/ inf erence="protein 
motif :Pfam:PF00561 .8" 
/note="Pfam match to entry 
PF00561.8 Abhydrolase-1" 
.1527 /gene="truB" 

/locus-tag="RL0123" 
.1527 /gene="truB" 



/locus-tag="RL0123" 
/EC-number= "4.2.1.70" 
/inf erence="similar to 
sequence: INSDC:HS36 8258" 
/inf erence="similar to 
sequence: INSDC:S 79 8 56" 
/note="similarity : fasta; 
with=UniProt : TRUB-ECOLI 
(EMBL:S79856) ; Escherichia coli.; 
truB; tRNA pseudour idine synthase 
B (EC 4.2.1.70) (tRNA 
pseudouridine 55 synthase) (Psi55 
synthase) (Pseudouridylate 
synthase) (Uracil hydrolyase) 
(Protein p35).; length=314; id 
37.460; 315 aa overlap; query 
1-308; subject 1-308 
similarity : fasta; 
with=UniProt : TRUB-AGRT5 
(EMBL:HS368258) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; truB; tRNA pseudouridine 
synthase B (EC 4.2.1.70) (tRNA 
pseudouridine 55 synthase) (Psi55 
synthase) (Pseudouridylate 
synthase) (Uracil hydrolyase).; 
length=315; id 82.803; 314 aa 
overlap; query 1-309; subject 
1-314" 

/codon-start=l 
/transl-table=ll 
/product="putative tRNA 
pseudouridine synthase B (tRNA 
pseudouridine 55 synthase) (Psi55 
synthase) (Pseudouridylate 
synthase) (Uracil hydrolyase) " 
/protein-id="CAK05611 . 1" 
/db-xref="GI : 115254537" 
/db-xref="GOA:QlMN41" 
/db-xref="UniProtKB/TrEMBL:QlMN41" 
/ translation="MSKPRKPKGRPISGWLILDK 
PVDFGSTEAVSKIKWLYKAEKAGH 
AGTLDPLASGMLP I ALGDATKTVP YVMDGRKI YE 
FTVSWGEERATDDLEGDVTKSSDK 
RPSEQQIRDILPGYIGTISQVPPQFSAIKIAGER 
AYDLAREGETIEIPSREVDIFRLT 
LLACPDADSAHFEVECGKGTYVRALARDFGRELG 
CYGHVSGLRRTFVAPFAEGAMVPL 
ADLVALEAI EDMDERLAAL DAL L I DTCEAL S S LP 
HLVINDDQAHRLKMGNP I LVRGRD 
APVAESEAYATARGKLIAIGEIGQGEFRPKRVFA 

misc-f eature complement ( 152250 .. 1527 /gene="truB" 
05) 

/locus-tag="RL0123" 
/ inf erence="protein 
motif : Pf am: PF0 1509 .7" 
/note="Pfam match to entry 
PF01509.7 TruB-N" 
gene complement ( 152809 .. 1532 /gene="rbfA" 

13) 



/locus-tag="RL012 4" 
CDS complement ( 152809 .. 1532 /gene="rbfA" 

13) 

/locus-tag= "RL012 4" 
/inf erence="similar to 
sequence: INSDC:HS13 42 44" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note=" similarity : fasta; 
with=UniProt : RBFA-ECOLI 
(EMBL:HS134244) ; Shigella 
flexneri.; rbfA; Ribosome-binding 
factor A (P15B protein).; 
length=132; id 33.929; 112 aa 
overlap; query 12-120; subject 
6-114 similarity : fasta; 
with=UniProt : RBFA-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; rbfA; Ribosome-binding 
factor A.; length=135; id 84.328; 
134 aa overlap; query 1-134; 
subject 1-134" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
ribosome-binding factor protein" 
/protein-id="CAK05612 .1" 
/db-xref="GI: 11525453 8" 
/db-xref="GOA:QlMN4 0" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN40 " 
/translation="MTRPTSSAPSQRMLRIGEQV 
RAAITQVLQRGEVRDDVIEATVI S 
VSEVRMSPDLKI ATAYVTPLGVSDHS IVIEALNR 
HARFIRGRLGPQLRQMKYMPEVRF 
RDDTSFDNYKKI DELLRSPEVSRDLDGDNDEQ " 
misc-feature complement ( 152860 .. 1531 /gene="rbfA" 
8 0) 

/locus-tag="RL012 4" 
/ inf erence="protein 
motif :Pfam:PF02 033.5" 
/note="Pfam match to entry 
PF02033.5 RBFA" 
gene complement ( 153364 .. 1561 /gene="infB" 

17) 

/locus-tag="RL0125" 
CDS complement ( 153364 .. 1561 /gene="infB" 

17) 

/locus-tag="RL0125" 

/inf erence="similar to 

sequence : UniProtKB : Q8UJ51 " 

/inf erence="similar to 

sequence : UniProtKB : Q9ZF3 1 " 

/note=" similarity : fasta; 

SWALL : IF2-SALTY ( SWALL : Q9 ZF3 1 ) ; 

Salmonella typhimurium; 

translation initiation factor 

if -2; infB; length 892 aa; 9 09 aa 

overlap; query 11-917 aa; subject 

53-891 aa similarity : fasta; 

SWALL :IF2-AGRT5 ( SWALL : Q8UJ5 1 ) ; 

Agrobacterium tumefaciens; 



translation initiation factor 
if-2; infB; length 913 aa; 935 aa 
overlap; query 1-917 aa; subject 
1-913 aa" 
/ codon-start=l 
/transl-table=ll 
/product="putative translation 
initiation factor IF-2" 
/protein-id="CAK05613 .1" 
/db-xref="GI : 115254539" 
/db-xref="GOA:QlMN39" 
/db-xref="UniProtKB/TrEMBL:QlMN3 9" 
/ translation="MTDSNDDKTISVAGKKTLTL 
KPSGMSQGTVRQDMGRGRTKAVW 
ETRKRRPMRPEDEKP I TPVAPAAPVRAAEPAP AP 
VQARPQQPTPAPRVQQGNNNQTNQ 
RPPQQSHQPPRQNDRPRPWLNHLSPEEMDARRR 
AL AD S QARDAQ DA I RRAE EEKRRA 
AEEVIRKAAEAEEAARRAAEEAIRQAEAPAVAEP 
AAAEPAPAEARTDAPRPPQPASSA 
PAARRPDAAGAPAARPAPGAAVPGAVRGRRDEKE 
EDDRGAARGGPVRGRWRPEPAKP 
VTTRPKTDEERRRGKLTITTANVDGEDNARGRSL 
SAMRRRQEKFRRGQMQETREKI SR 
EWLPETITIQELSQRMSERAVDVIKYLMKEGQM 
MKPGDVI DADLAE I I AGEFGHT VR 
RVSESDVELGIFNVSDEDGELVSRPPWTIMGHV 
DHGKTSLLDAIRHANWSGEAGGI 
TQHIGAYQVEQNGQKITFIDTPGHAAFTAMRARG 
AQATDIAILWAADDSVMPQTIES 
INHAKAAGVPIIVAINKVDKHEADPQKVRNQLLQ 
HEVFVESMGGEVLDVEVSAKTGKN 
LDKLLEAILLQAEILDLKANANRTAEGTVIEAQL 
DRGRGSVATVLVQKGTLRPGQI IV 
AGD VWGRVRAL VT DKG DH VKE AGP AT P VE VL G L S 
GTPQAGDKFAWESESRAREISEY 
RQRLARDKAAARQSGQRGSLEQMMMQRQSVGIKE 
FPLVIKGDVQGSIEAIAGALEKLG 
TDEVRARIVHSGAGGITESDISLAEASNAAI IGF 
NVRANTQARQF AEREG I E I RY YN I 
IYDLVDDVKAAMSGLLSPERRETFIGNAEILEVF 
NITKVGKVAGCRWEGKVERGAGV 
RLIRNDWVHEGKLKTLKRFKDEVSEVPMGQECG 
MAFENYEDMRAGDVIECFRVEHIT RTL" 
misc-f eature complement ( 153400 .. 1536 /gene="infB" 
06) 

/locus-tag="RL0125" 
/ inf erence="protein 
motif :Pfam:PF0314 4. 8" 
/note="Pfam match to entry 
PF03144.8 GTP-EFTU-D2 " 
misc-f eature complement ( 154114 .. 1543 /gene="infB" 
05) 

/locus-tag="RL0125" 
/inf erence=" protein 
motif :Pfam:PF03144 . 8" 
/note="Pfam match to entry 
PF03144.8 GTP-EFTU-D2 " 
misc-f eature complement ( 154372 .. 1548 /gene="infB" 
75) 

/locus-tag="RL0125" 
/ inf erence="protein 



misc-f eature 



complement (154 
03) 



complement (156219 . 
11) 

complement ( 156219 . 
11) 



misc-f eature 



complement ( 156606 . 
51) 



complement ( 156908 , 
09) 



complement ( 156908 . 
09) 



motif :Pf am: PF00009 .10" 
/note="Pfam match to entry 
PF00009.10 GTP-EFTU" 
.1551 /gene="infB" 

/locus-tag="RL0125" 
/inf erence=" protein 
motif :Pfam:PF04 760 .3" 
/note="Pfam match to entry 
PF04760.3 IF2-N" 
.1569 /locus-tag="RL0126" 

.1569 /locus-tag="RL0126" 

/inf erence="similar to 
sequence: INSDC:C9 7369" 
/note=" similarity : fast a; 
with=UniProt:Q8UJ50 (EMBL : C9 736 9 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Hypothetical 
protein Atu0088 ( AGR-C-13 4p ) . ; 
length=233; id 71.304; 230 aa 
overlap; query 4-230; subject 
5-233" 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05614 . 1" 
/db-xref="GI: 115254540" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN3 8 " 
/ trans lation="MMTAHEPDAPLEDDDLAG YD 
VNGRMCI VTRESGSPEELIRFVAA 
PDGTWADLKRELPGRGCWVKIDRSLVDRAVAKK 
LFARALKTDVKAADDLGESVDRLL 
AAQLMQMMNl-IARI i F 5 I DAAVRSGAAL 
AVFH "H 
LGMETEEEIPSFRLFSESEMEGLMGQNAFIHAAV 
LAGQAGEGWKRAKMLEQYRIGGQ 
SRAAGGAGRLKQ " 
.1568 /locus-tag="RL0126" 

/ inf erence="protein 
motif :Pfam:PF04296 .2" 
/note="Pfam match to entry 
PF04296.2 DUF448" 
.1585 /gene="nusA" 



/locus-tag="RL012 7" 
■ /gene="nusA" 

/locus-tag="RL012 7" 
/inf erence="similar to 
sequence: INSDC:AE0 07950" 
/inf erence="similar to 
sequence: INSDC:B9 113 5" 
/note="similarity : fasta; 
with=UniProt :NUSA-ECOLI 
(EMBL:B91135) ; Shigella flexneri.; 
nusA; Transcription elongation 
protein nusA (N utilization 
substance protein A) (L factor).; 



length=495; id 43.697; 476 aa 
overlap; query 9-480; subject 
4-479 similarity : fasta; 
with=UniProt :Q8UJ49 
(EMBL:AE007950) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; nusA; N-utilization 
substance protein A (AGR-C-136p) . ; 
length=53 8; id 91.011; 53 4 aa 
overlap; query 1-533; subject 
1-532" 

/codon-start=l 
/transl-table=ll 

/product= "putative transcription 
elongation protein (N utilization 
substance protein A) (L factor) " 
/protein-id="CAK05615. 1" 
/db-xref="GI : 115254541" 
/db-xref="GOA:QlMN3 7" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN3 7 " 
/ translation="MAVSANRLELLQIADAVARE 
KVI DRE I VLAAMADAI QKAARSRY 
GTESNIRADINPKTGEIRLQRLLEWEKAEDYST 
QIPLELARDRNPDAALGDFIADPL 
PPMDFGRI. EAERDRQFDEFK 
DRVGEIVNGTVKRVEYGNVIVDLG 
RGEGIIRRDEUIPREWVRYGDRVRAYVYDVRREQ 
RGPQIFLSRTHPQFMVKLFTMEVP 
EI YDGI IQVKSVARDPGSRAKI AVI SNDS S I DPV 
GACVGMRGSRVQAWGELQGEKI D 
1 1 PWSQDPATF WNALQPAEVAKWL DE DAER I E 
VWPDEQLSLAIGRRGQNVRLASQ 
LTGWDIDIMTEAEESERRQKEFNERTNLFMDSLD 
'EELAYVD 

LDEISSIDGFDEETAQEIQQRAREFLERLEAEMD 
EKRKALGVQDELREINGMTAQMMV 
ALGEDG I KS I E DFAGCAADDLVGWS ERKNGE T KK 
FEGLFSKFDVSRVEAEQMIVQARL 
SAGWITQEDLAKGTEEEVTEAEQEA" 
misc-f eature complement ( 157442 .. 1575 /gene="nusA" 
88) 

/locus-tag="RL012 7" 
/ inf erence="protein 
motif :Pfam:PF00013 .12" 
/note="Pfam match to entry 
PF00013.12 KH-1" 
misc-f eature complement ( 157904 .. 1581 /gene="nusA" 
04) 

/locus-tag="RL012 7" 
/ inf erence="protein 
motif :Pfam:PF00575.9" 
/note="Pfam match to entry 
PF00575.9 SI" 

gene complement ( 158569 .. 1591 /locus-tag="RL0128" 

74) 

CDS complement (158569. .1591 /locus-tag="RL0128" 

74) 

/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : fasta; 
with=UniProt :Y236-RHIME 
(EMBL:SME591783) ; Rhizobium 



meliloti ( Sinorhizobium 
meliloti) . ; Hypothetical UPF0090 
protein R00236.; length=205; id 
77.612; 201 aa overlap; query 
1-200; subject 1-201" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05616 .1" 

/db-xref="GI : 115254542" 

/db-xref="UniProtKB/TrEMBL:QlMN3 6" 

/ translation="MSDLTNADNEREPRLITETG 

LDQRLADIIEPVLVDLGFRLIRVR 

MMNQNGATMQVMAERNDGTMTVQDCEEVSMAI SP 

VLDVEDPVDKE YHLEVS SPG I DRP 

MVRKSDFVRWQGHLVKCET S I L I DNRKRFRGK I V 

EAGTDGFTLERDQIAYGEEQKVTI 

P F T AL S DAK LILTDDLIRDAL R AD K LAK AQ AAN Q 

NEADDEE" 

misc-feature complement ( 158665 .. 1590 /locus-tag="RL0128" 

93) 

/inf erence=" protein 
motif :Pf am:PF02 5 76 .5" 
/note="Pfam match to entry 
PF02576.5 DUF150" 
gene 159373 .. 161052 /locus-tag="RL0129" 

CDS 159373. .161052 /locus-tag="RL0129" 

/inf erence="similar to 
sequence: INSDC:AE00 7951" 
/note="similarity : f asta; 
with=UniProt :Q8UJ47 
(EMBL:AE007951) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; MFS permease 
(AGR-C-139p) . ; length=542; id 
73.371; 537 aa overlap; query 
22-558; subject 6-542" 
/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 

transport protein" 

/protein-id="CAK05617. 1" 

/db-xref="GI : 115254543" 

/db-xref="GOA:QlMN35" 

/db-xref="UniProtKB/TrEMBL:QlMN3 5" 

/ translation="MRIYCRWRAITKAGEI VAYT 

SSTLAPLRHDTYRTIWFASLSSNF 

GGL I QAVGAAWMMT T I T AS E DMVALVQTS T AL P I 

MLF S L I SGALADNYDRRRVML T AQ 

CMMLTVSALLTASALLGWITPWLLLFFTFLIGCG 

TALNNPSWQASVGDMVPRADLPAA 

VTLNSMGFNITRSVGPAIGGVIVAAAGAAAAFAV 

NTLSYLALI Y AL L RWRP AAP V S T L 

PREALGSAIFAGLRYVSMSPNLEKVLVRGLLFGI 

GASSILALLPVVALDLVAGGPLTY 

GFMLGAFG I GA I GGAVLNARL RQVLSSEMIVRLS 

FAGFALSAVIAALSPSAVLTSAGL 

LVSGACWVSALSLFNTIVQLSTPRWWGRALSLY 

QTVTFGGIAGGSWLWGIAADRYGV 

ADALLMSSWMLLGIAIGLRFSMPAFASLNLDPL 

NRFIEPALSLDITPRSGPIVIQVD 



misc-feature 159433 .. 160998 



misc-feature order ( 159475 . .159543, 
159571 . . 159639, 
159700. .159768, 
159913. .159981, 
160102. .160170, 
160183. .160251, 
160288 . . 160356, 
160369. .160428, 
160465. .160533, 
160543. .160611) 



161049. 
161049. 



161531 
161531 



misc-feature 



161241 . . 161498 



YEIADEDLAEFMELMGERRRIRIRDGARNWALMR 

DLENPSLWTETYHTPTWVEYIRHN 

QRRTQADAENTDRLRALHRGEGPLHVHRMIERQA 

IPPDNDVFHKAP IDLHH" 

/locus-tag="RL0129" 

/inf erence=" protein 

motif :Pfam:PF059 7 7. 1" 

/note="Pfam match to entry 

PF05977.1 DUF894" 

/locus-tag="RL0129" 



/inf erence=" protein 
motif :TMHMM: 2.0" 

/note="10 probable transmembrane 
helices predicted at aa 35-57, 
67-89, 110-132, 181-203,244-266, 
271-293, 306-328, 333-352, 365-387 
and 391-413" 
/locus-tag="RL0130" 
/locus-tag="RL013 0" 
/inf erence="similar to 
sequence: INSDC:BX6 4 0 43 2" 
/inf erence="similar to 
sequence : INSDC : SGPHNOL " 
/note="similarity : f asta; 
with=UniProt :Q54244 
( EMBL: SGPHNOL ) ; Streptomyces 
griseus.; phnO- like; Regulatory 
protein for C-P lyase.; 
length=150; id 55.102; 147 aa 
overlap; query 14-160; subject 
7-150 similarity : f asta; 
with=UniProt :Q7W6J0 
(EMBL:BX640432) ; Bordetella 
parapertussis.; Putative 
acetyltransf erase . ; length=154; id 
61.486; 148 aa overlap; query 
13-160; subject 7-153" 
/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 

regulator /acetyltransf erase" 

/protein-id="CAK05618 . 1" 

/db-xref="GI : 115254544" 

/db-xref ="GOA : Q1MN3 4 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MN3 4 " 

/ translation="MRPAMQRSGIYRFRLARQSD 

LAAI VRLLADDNLGGTRE I VS DPV 

D AR Y L S AF AA I E AD ANQ L LAV AN D AT D R WG C L Q 

LSFVPGLSRTGMWRGQIESVRVAS 

DLRGSGLGSHFIEWAIAQCAERGCGLVQLTPDKT 

RGDAIRFYERLGFVASHEGLKRNL 

/locus-tag="RL013 0" 

/ inf erence="protein 



motif :Pfam:PF00583 .9" 
/note="Pfam match to entry 
PF00583.9 Acetyltransf-1" 
gene complement ( 161538 .. 1628 /locus-tag="RL0131" 

12) 

CDS complement (161538. .1628 /locus-tag="RL0131" 

12) 

/inf erence="similar to 
sequence :INSDC:AF45 8 0 45" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note=" similarity : fast a; 
with=UniProt :Q8RP11 
(EMBL:AF458045) ; Pseudomonas 
syringae (pv. maculicola) . ; Type 
III effector HopPmaG.; length=413; 
id 35.782; 422 aa overlap; query 
14-424; subject 10-412 
similarity : fast a; 
with=UniProt :Q92SW8 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE 
TRANSGLYCOSYLASE TRANSMEMBRANE 
PROTEIN.; length=412; id 69.343; 
411 aa overlap; query 14-424; 
subject 2-412" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
exported protein" 
/protein-id="CAK05619 . 1 " 
/db-xref="GI : 115254545" 
/db-xref="GOA:QlMN33" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN33 " 
/ translation="MRGLHMLKDGPRRLRIFALA 
LAAALLPLSCYAAPSKADVEVQFE 
KWVQAD L WP E AKANG I S E KVF Q AAF SGITLNWNL 
PDLAPPGFPPPKEQKQTQAEFSSP 
APYFNEDQLKKLAATGRGFAAQYGSTLKRIEKTY 
GVPGSIVLAIWGRETGFGAAKIPN 
SAIEVLATKAFMSTRKEMFRTELVAALHILDGGD 
VTPANFKGSWAGALGQPQFMPTSY 
LKYAVDFDGDGHRNIWTSVPDTLASIANYLVKKG 
WQRNRDWGFEVSIPEAVSCAQEGP 
DLAKPLSHWTSLGIDRISGKGFPSGEMKAEGMML 
VPAGRDGPEFIVTPNFYI IKEYNN 
SDL Y AL YIGNLADRIAYNGGAFQGKWGDVGKMLR 
SDVAAMQKALERQGYDVGGSDGLP 
GYKTRRSIGQWQAKNGMKPTCFPEATMKGKLK" 
misc-feature complement ( 162708 .. 1627 /locus-tag="RL0131" 
76) 

/inf erence= "protein 
motif :TMHMM:2 . 0" 
/note="l probable transmembrane 
helix predicted at aa 13-35" 
sig-peptide complement ( 162713 .. 1628 /locus-tag="RL0131" 

12) 

/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0131 by SignalP 2.0 HMM 



gene 
CDS 



complement (162809. .1634 



complement (162809. .1634 



163433. .164101 
163433. .164101 



(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.980 between residues 32 and 33" 
/gene="recR" 

/locus-tag="RL0131A" 
/gene="recR" 

/locus-tag="RL0131A" 
/inf erence="similar to 
sequence: INSDC:HST353 86" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note=" similarity : fast a; 
with=UniProt : RECR-STRCO 
(EMBL:HST35386) ; Streptomyces 
coelicolor . ; recR; Recombination 
protein recR. ; length=199; id 
44.271; 192 aa overlap; query 
10-201; subject 6-197 
similarity : fast a; 
with=UniProt : RECR-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; recR; Recombination 
protein recR.; length=201; id 
89.055; 201 aa overlap; query 
1-201; subject 1-201" 
/ codon-start=l 
/transl-table=ll 

/product= "putative recombination 
protein" 

/protein-id="CAK05620 . 1" 
/db-xref ="GI : 115254546" 
/db-xref="GOA:QlMN32" 
/db-xref="UniProtKB/TrEMBL:QlMN3 2" 
/ translation="MAKRVTGPEIEKLIQLLAKV 
PGLGPRSARRAALHLIKKKDQLLG 
PLSHAMGEAYDKVKICSRCGNVDTVDPCIVCTDV 
QRDQSVIIWEDVSDLWALERAGA 
MNAAYHVLGGTLSPLDGVGPDDLNIRGLIDRVGE 
GGIRELIIAVNATVEGQTTAHYIT 
DQLQGLDVKITRLAHGVPVGGELDYLDEGTLAAA 
LRARTVI " 

/locus-tag="RL0132" 
/locus-tag="RL0132" 
/inf erence="similar to 
sequence: INSDC : A9 73 70 " 
/note=" similarity : fast a; 
with=UniProt:Q8UJ44 (EMBL : A97370 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Hypothetical 
protein Atu0094 (AGR-C-144p) . ; 
length=AGR-C ( 229; id 52.657; 207 
aa overlap; query 11-216; subject 
23-229" 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05621 . 1" 
/db-xref="GI : 115254547" 



/ db-xref ="GOA: Q1MN3 1 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MN3 1 " 

/ trans lation="MERKRNRGRIGHPMKILALC 

TGNPESLPGKSYKTGIFKHAVTGA 

VMIDAEGLVGDAICNRKHHGGVDQAVYVEGSLTL 

DWWSRELGRPYEPGTFGENMVISD 

LDNRDVAVGDRFLTGDLVLEVTSCRMPCATFAAR 

MADPKFVKRYTAAARPGI YCRVI R 

GGWEPGMPMEYTSFSGDKITMPELMEAFGRRLP 

GADRTRYLAAP I HYKLRAMLE S QA DEAR" 

misc-feature 163580 .. 163948 /locus-tag="RL0132" 

/inf erence=" protein 
motif :Pfam:PF034 73 .5" 
/note="Pfam match to entry 
PF03473.5 MOSC" 

gene complement ( 164124 .. 1644 /locus-tag="RL0133" 

47) 

CDS complement ( 164124 .. 1644 /locus-tag="RL0133" 

47) 

/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : f asta; 
with=UniProt :Y231-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical UPF0133 
protein R00231.; length=107; id 
83.178; 107 aa overlap; query 
1-107; subject 1-107" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05622 .1" 
/ db-xref ="GI: 115254548" 
/db-xref="GOA:QlMN3 0" 
/db-xref ="UniProtKB/TrEMBL : Q1MN3 0 " 
/translation="MRDI MGMMGKVKEMQAKMEQ 
MQAEIAELTAEGKAGGGLVTVLIS 
GKGDLKSLKIDPSLFKEDDVEILEDLIVAAHKDA 
KDKAE AL AAE K T KAL TAG L P I P P G FKLPF" 
misc-feature complement ( 164148 .. 1644 /locus-tag="RL0 133 " 
26) 

/inf erence=" protein 
motif :Pfam:PF02 5 75. 4" 
/note="Pfam match to entry 
PF02575.4 DUF149" 
gene complement ( 164470 .. 1663 /gene="dnaX" 

47) 

/locus-tag="RL013 4" 
CDS complement ( 164470 .. 1663 /gene="dnaX" 

47) 

/locus-tag="RL013 4" 
/EC-number= " 2 . 7 . 7 . 7 " 
/inf erence="similar to 
sequence: INSDC:C9 73 70" 
/inf erence="similar to 
sequence: INSDC:U0 0 096" 
/note=" similarity : fast a; 
with=UniProt : DP3X-ECOLI 
(EMBL:U00096) ; Escherichia coli.; 
dnaX; DNA polymerase III subunit 



tau (EC 2.7.7.7) [Contains: DNA 
polymerase III subunit gamma].; 
length=643; id 36.170; 564 aa 
overlap; query 18-560; subject 
3-540 similarity : fasta; 
with=UniProt :Q8UJ42 (EMBL : C9 73 7 0 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; DNA polymerase 
III, tau subunit (AGR-C-147p) . ; 
length=624; id 76.874; 627 aa 
overlap; query 1-625; subject 
1-624" 

/codon-start=l 
/transl-table=ll 

/product="putative DNA polymerase 
III" 

/protein-id="CAK05623 .1" 

/db-xref="GI : 115254549" 

/db-xref="GOA:QlMN2 9" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN2 9 " 

/ translation="MSDTERQSKDAASTGTGYRV 

LARKYRPKDFTDLMVGQEPMVRTL 

TNAFETGR I AQ AYML TGVRGVGKT T TAR I L ARAL 

NYKTSEIDKPTIDLRAPGEHCQAI 

MEGRHVDVIEMDAASHTGIDDIREI IEQVRYRPV 

SARYKVY 1 1 DEVHML S TQAFNGL L 

KTLEEPPEHVKF IFATTE IRKVPI TVLSRCQRFD 

LRRISASDLVGLFTTIAAKEGIEA 

EPDALAMIARAAEGSARDGLSLLDQAIAHGAGW 

Q AE AVRGML G L ADRAR IVDLFQHI 

VKGDVAAALGEFQNQYEAGANPVWLTDLADFTH 

LVTRLKYVPDAANDPSLSEVERTK 

AAEFAKCVAVTTLSRIWQMLLKGIPETEGSSRTA 

GAAEMVL I RLAHAAH L PAP E DAAR 

RLAEFSGDNTGPRPSSSPSGNGGGSGTRVPYQSS 

VAARAAET. 

VP S S Q S E TMAVGR I E P KP AE AP KP L VP VN S VN D I 
VNLATEKRDPKLKAMVRTFLRPVR 
IEAGRLDVSLAPGAPTTLLNELAVKLKEWTGIHW 
IVSLSRDEGQPTLVEAEARTREQH 
V I D ARQ D P D VA A ILAHFPGAKII D VR VR AP E P E E 
EGEATPPAAAESEEGDILPGDDIE F" 
misc-feature complement ( 165595 .. 1661 /gene="dnaX" 
82) 

/locus-tag="RL013 4" 
/inf erence=" protein 
motif :Pfam:PF00004 . 12" 
/note="Pfam match to entry 
PF00004.12 AAA" 
gene 166459 .. 166989 /locus-tag="RL0135" 

CDS 166459. .166989 /locus-tag="RL0135" 

/inf erence="similar to 
sequence: INSDC:AE0 0 7951" 
/note="similarity : fasta; 
with=UniProt :Q8UJ41 
(EMBL:AE007951) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0097 (AGR-C-148p) . ; length=174; 
id 62.069; 174 aa overlap; query 
1-174; subject 1-174" 
/ codon-start=l 



misc-feature 166582 .. 166881 



166986. .167945 
166986. .167945 



misc-feature 167523 .. 167906 



gene 167950 .. 168645 

CDS 167950. .168645 



/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05624. 1" 
/db-xref="GI : 115254550" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN2 8 " 
/ translation="MASGSSTTNLPDAHIGNIVI 
KSKPTCEKTASRRKRQEECPLKGF 
ALDPRLENDSVS IMVTGLCDLRLSKDARWPWL I L 
VPRRADITEIFELTPLDQVLLAFE 
TE L VAKALKK I TGAT KINIGALGNI VRQL H VH V I 
ARFEGDANWPGPVWGFGRAEPYED 
GKRDEFTAKLREAL S S " 
/locus-tag="RL0135" 
/ infer ence= "protein 
motif :Pfam:PF01230 . 10" 
/note="Pfam match to entry 
PF01230.10 HIT" 
/locus-tag="RL0136" 
/locus-tag="RL0136" 
/inf erence="similar to 
sequence: INSDC:AE0 0 7951" 
/note=" similarity: f asta; 
with=UniProt:Q8UJ40 
(EMBL:AE007951) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; MutT/nudix family protein 
(AGR-C-150p) . ; length=320; id 
69.085; 317 aa overlap; query 
1-317; subject 2-318" 
/codon-start=l 
/transl-table=ll 
/product="putative MutT/nudix 
family protein" 
/protein-id="CAK05625 . 1" 
/db-xref="GI : 115254551" 
/db-xref="UniProtKB/TrEMBL:QlMN2 7" 
/ translation="MSHSLFDSDVPHPEPSNLTA 
FAANDLNRDSEHRDEQSVEKALAK 
EGTHIFAFTRDKLVLKHDGQVLDPLFARYELQEL 
QPDWDETVLLGYRKSGEPRLAVPV 
GIDVDDLTSQYKPADGRTLFREMLIDEVLLGEFA 
QAASLIRWNGDNRFCGRCGSAMEI 
HIGGYKRVCAACEHVIFPRTDPWIMLTVDEQRD 
LCLLGRSPHFAPGMYSCLAGFLEP 
GETIENAVRRETLEESGIRTGRIRYHASQPWPMP 
HSLMIGCYAEAKSTEISRDETELE 
DCRWFTREETIEMLERPSATGRASPPKGAIAHRL 
MRDWVEWKR" 
/locus-tag="RL0136" 
/inf erence= "protein 
motif :Pfam:PF00293 .12" 
/note="Pfam match to entry 
PF00293.12 NUDIX" 
/locus-tag="RL013 7" 
/locus-tag="RL013 7" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt :Q92SX3 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 



meliloti) . ; PUTATIVE TRANSCRIPTION 
REGULATOR PROTEIN. ; length=230; id 
67.111; 225 aa overlap; query 
3-227; subject 1-225" 
/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="CAK05626 .1" 
/db-xref="GI : 115254552" 
/db-xref="UniProtKB/TrEMBL:QlMN2 6" 
/ trans lation="MPVARSERLLTLLQTLRRYR 
RPVTGTVLAQETGVSLRTLYRDIA 
SLQAQGAMIEGEAGIGYVLKPGFMLPPMMFSEEE 
LEALVLGS RWVAR AAE PRLAGAGA 
DALAKIAAVLPADMREMIDSAALFVGPKRRDEDK 
ADVSAIRRAIRLERILELHYGDEQ 
GRISRRRVWPFGLGYYEHVRVLMAWCELRQDFRH 
FRTDRIIDMALHEVRYPRRRTVLL 
KEWRETQDVPMEN" 

gene 169172 .. 169540 /locus-tag="RL0138" 

CDS 169172. .169540 /locus-tag="RL0138" 

/inf erence="similar to 
sequence: INSDC:AF45 19 53" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt : Q8GPH6 
(EMBL:AF451953) ; Pantoea 
agglomerans . ; EhpR. ; length=129; 
id 33.333; 123 aa overlap; query 
3-121; subject 10-129 
similarity: f asta; 
with=UniProt :Q92KT5 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02901.; length=122; id 63.115; 
122 aa overlap; query 1-122; 
subject 1-122" 
/ codon-start=l 
/transl-table=ll 
/product=" putative 
glyoxal as e/di oxygenase" 
/protein-id="CAK05627. 1" 
/db-xref="GI : 115254553" 
/db-xref="GOA:QlMN2 5" 
/db-xref="UniProtKB/TrEMBL:QlMN2 5" 
/ translation="MTSPNLI ILYVKDPGESASF 
YRNLLNREPAVEAPNFVAFPLEGG 
FTLGLWRRSKVEPQPSAIGNRGEVAFMVEGENAV 
ARHYEDWRQRGLPIAQELTELDFG 
PTFWLDPDGHRLRVCEPDK" 

misc-feature 169178 .. 169522 /locus-tag="RL0138" 

/ inf erence="protein 
motif :Pfam:PF00903 .11" 
/note="Pfam match to entry 
PF00903.il Glyoxalase" 

gene complement ( 169654 .. 1705 /locus-tag="RL0139" 

08) 

CDS complement (169654. .1705 /locus-tag="RL0139" 

08) 



/EC-number= "4.2.1.51" 
/inf erence="similar to 
sequence: INSDC: A3 0261" 
/inf erence="similar to 
sequence: INSDC :AE0 0 7951" 
/note=" similarity : fast a; 
with=UniProt :PHEA-ECOLI 
(EMBL:A30261) ; Shigella flexneri.; 
pheA; P-protein [Includes: 
Chorismate mutase (EC 5.4.99.5) 
(CM) ; Prephenate dehydratase (EC 
4.2.1.51) (PDT) ] . ; length=386; id 
32.143; 280 aa overlap; query 
1-275; subject 99-375 
similarity : f asta; 
with=UniProt :Q7D2 73 
(EMBL:AE007951) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; AGR-C-151p. ; length=287; 
id 87.324; 284 aa overlap; query 
1-284; subject 1-284" 
/codon-start=l 
/transl-table=ll 
/product="putative P-protein 
[includes: chorismate mutase and 
prephenate dehydrogenase] " 
/protein-id="CAK05628 . 1" 
/db-xref="GI: 115254554" 
/db-xref="GOA:QlMN2 4" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN2 4 " 
/ trans lation="MNIKTNRIAFQGEFGANS DM 
ASRDMFPTMEPLPCQTFEDAFTAV 
DNGDADIGMIPIENTIAGRVADIHHLLPESRLHI 
I GE YFMP I RFQLMVLPGVTKDE I R 
TVHSHIHALGQCRKIVRANGWKPVIAGDTAGAAK 
LVQETGDRSMAALAPRLAADLYGL 
EIIAENVEDTENNVTRFWLSRDEEWAQRNSAEE 
KWTTFVFNVRNIPAALYKALGGF 
ATlininilTKLESYQLGGKFVATQFYADIEGHPND 
PNVRRAL EELRFFSE KVR I L GVYK GHAMRG LL" 
misc-feature complement ( 169693 .. 1699 /locus-tag="RL0139" 
17) 

/ inf erence="protein 
motif :Pfam:PF01842 . 8" 
/note="Pfam match to entry 
PF01842.8 ACT" 

misc-feature complement ( 169954 .. 1704 /locus-tag="RL0139" 
87) 

/inf erence=" protein 
motif :Pfam:PF00800 . 8" 
/note="Pfam match to entry 
PF00800.8 PDT" 
gene complement ( 170519 .. 1712 /gene="kdsB" 

74) 

/locus-tag="RL0140" 
CDS complement ( 170519 .. 1712 /gene="kdsB" 

74) 

/locus-tag="RL0140" 
/EC-number= "2.7.7.38" 
/inf erence="similar to 
sequence: INSDC :A26322 " 
/inf erence="similar to 



misc-f eature complement ( 170612 . . 1' 
47) 

gene 171429 .. 171992 

CDS 171429. .171992 



sequence: INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt:KDSB-ECOLI 
(EMBL:A26322) ; Escherichia coli.; 
kdsB; 3-deoxy-manno-octulosonate 
cytidylyltransf erase (EC 2.7.7.38) 
(CMP-KDO synthetase) 
(CMP-2-keto-3-deoxyoctulosonic 
acid synthetase) (CKS).; 
length=247; id 45.122; 246 aa 
overlap; query 10-243; subject 
3-243 similarity : fasta; 
with=UniProt:Q92SX6 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PROBABLE 
3-DEOXY-MANNO-OCTULOSONATE 
CYTIDYLYLTRANSFERASE (CMP-KDO 
SYNTHETASE) PROTEIN (EC 
2.7.7.38).; length=250; id 77.500; 
240 aa overlap; query 10-249; 
subject 10-249; putative 
3-deoxy-manno-octulosonate 
cytidylyltransf erase (CMP-KDO 
synthetase) 

(CMP-2-keto-3-deoxyoctulosonic 
acid synthetase) " 
/ codon-start=l 
/transl-table=ll 

/product="3-deoxy-manno-octulosona 
te cytidylyltransf erase (CMP-KDO 
synthetase) 

(CMP-2-keto-3-deoxyoctulosonic 
acid synthetase) (CKS)." 
/protein-id="CAK05629 .1" 
/db-xref="GI : 115254555" 

db-xref="GOA:QlMN23" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN23 " 
/ translation="MSDSNLDGVLVLIPARMAST 
RLPGKPLADICGLPMIVQVAMRAR 
EAAIGRVWAVDETRVFDAVAAAGFEWMTRVDH 
QSGSDRIFEALTKVDPEGKAKI IV 
NIQGDLPTIDPETVRAALRPLENEAVDIGTLTTE 
IDNEEDKTAPHIVKI IGSPISGNR 
LHALYFTRATAPYGQGPLYHHIGLYAYRRAALER 
FVSLGPSTLEKRESLEQLRALEAG 
MR I DAE WDT VP LGVDTPADLE KARR I L S AK S N " 
'12 /gene="kdsB" 

/locus-tag="RL0140" 
/inf erence= "protein 
motif :Pfam:PF02348 .6" 
/note="Pfam match to entry 
PF02348.6 CTP-transf-3" 
/gene="cycM" 
/locus-tag="RL0141" 
/gene="cycM" 
/locus-tag="RL0141" 
/inf erence="similar to 
sequence: INSDC:AP0 059 40" 
/inf erence="similar to 
sequence: INSDC:HS3 702 49" 



/note=" similarity : fast a; 
with=UniProt : CYCM-BRAJA 
(EMBL:AP005940) ; Bradyrhizobium 
japonicum.; cycM; Cytochrome c 
homolog.; length=184; id 48.913; 
184 aa overlap; query 1-180; 
subject 1-180 similarity : fasta; 
with=UniProt : CYCM-AGRT5 
(EMBL:HS370249) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; cycM; Cytochrome c 
homolog.; length=192; id 70.213; 
188 aa overlap; query 1-185; 
subject 1-187" 
/codon-start=l 
/transl-table=ll 

/product="putative cytochrome c" 
/protein-id="CAK05630 . 1" 
/db-xref ="GI : 115254556" 
/db-xref="GOA:QlMN2 2" 
/db-xref="UniProtKB/TrEMBL:QlMN2 2" 
/translation="MNSYVNTAVGALLGTIFVLM 
SVSIASEGIFHSEAPEKEGFAIVA 
EEAPAAGGEAAPAVAVPIAQLLASADAKAGETVF 
KKCQACHDGTKGGPNKVGPNLFGV 
VDRPIASHAGFAYSAPMKDFSKGGSEKWTFEYLN 
KFLLAPKKDIPGTAMGFAGLAKDQ 
ERANVILYLHTLADSPGPLPDPNAATQ" 

sig-peptide 171429 .. 171501 /gene="cycM" 

/locus-tag="RL0141" 
/ infer ence= "protein 
motif : SignalP-HMM: 2.0" 
/note="Signal peptide predicted 
for RL0141 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.996) 
with cleavage site probability 
0.974 between residues 25 and 26" 

misc-feature 171447 .. 171515 /gene="cycM" 

/locus-tag="RL0141" 

/ inf erence="protein 

motif :TMHMM: 2.0" 

/note="l probable transmembrane 

helix predicted at aa 7-29" 

misc-feature 171642 .. 171947 /gene="cycM" 

/locus-tag="RL0141" 
/inf erence=" protein 
motif :Pfam:PF0 0 03 4. 8" 
/note="Pfam match to entry 
PF00034.8 Cytochrom-C" 

gene complement ( 172062 .. 1730 /locus-tag="RL0142" 

15) 

CDS complement (172062. .1730 /locus-tag="RL0142" 

09) 

/inf erence="similar to 
sequence: INSDC:AE0 0 7950" 
/note=" similarity : fast a; 
with=UniProt :Q8UJ58 
(EMBL:AE007950) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Permease (AGR-C-121p) . ; 
length=AGR-C-121p; id 65.815; 313 
aa overlap; query 1-313; subject 



1-313" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 

permease protein" 

/protein-id="CAK05631 . 1" 

/db-xref="GI : 115254557" 

/ db-xref ="GOA: Q1MN2 1 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MN2 1 " 

/ translation="MSAI IFDVLPVFILILIGWV 

IVRSGLMASNVGEALSEFVFKIAV 

PLLLFRTIAEADFHGASPFRLWIVYFSGVAITWT 

AGHIAATRLFGRDERIGVLAGVSS 

AFANNIFIGLPLVERTVGDEGLVALSILLAVHLP 

VMMVAG T VLME H AE RKIAGKSDRS 

MVLVLRQIAVNLVRNPLVIGLAAGMAMHLSGLTM 

P T T L AT WGQ IAGIAGPAALISLG 

MALERYGVSGNLGIASVTSSLKLLLLPGCVWAAS 

RLLGLSPEWTAAIVLTSS VPTGVN 

AWL I ANRFGVGHS LAAS T I TVTTALGAI TVS L WA 

YFLGA" 

misc-feature complement ( join ( 172077 . /locus-tag="RL0 1 42 " 



.172145, 


, 172164. .172232 


172260. 


.172328, 


172347. 


.172415, 


172443 . 


.172511, 


172572 . 


.172640, 


172668. 


.172727, 


172746 . 


.172814, 


172947. 


.173015) ) 



/ inf erence="protein 
motif :TMHMM: 2.0" 
/note="9 probable transmembrane 
helices predicted at aa 21-43, 
88-110, 117-136, 146-168,189-211, 
221-243, 250-272, 282-304 and 
311-333" 

misc-feature complement ( 1 72 0 8 0 .. 1 73 0 /locus-tag="RL0142" 
03) 

/ inf erence="protein 
motif :Pfam:PF03547.6" 
/note="Pfam match to entry 
PF03547.6 Auxin-eff" 
gene 173497 .. 174489 /locus-tag="RL0143" 

CDS 173497. .174489 /locus-tag="RL0143" 

/inf erence="similar to 
sequence: INSDC:B9 736 8" 
/inf erence="similar to 
sequence : INSDC : BCAJ3322 " 
/note="similarity : fasta; 
with=UniProt : 04 4 0 1 5 
(EMBL:BCAJ3322) ; Babesia canis.; 
adk; Adenosine kinase.; 
length=368; id 29.338; 317 aa 
overlap; query 6-313; subject 
36-346 similarity: fasta; 
with=UniProt:Q8U5P4 (EMBL : B9 736 8 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; AGR-C-118p . ; 
length=330; id 82.121; 330 aa 
overlap; query 1-33 0; subject 
1-330" 



/codon-start=l 
/transl-table=ll 
/product="putative Pfk family 
kinase" 

/protein-id="CAK05632 .1" 

/db-xref ="GI : 115254558" 

/ db-xref ="GOA: Q1MN2 0 " 

/db-xref ="UniProtKB/TrEMBL : Q1MN2 0 " 

/ translation="MTRFDVLTVGNAIVDI IARC 

DDQFLIDNQITKAAMNLIDAERAE 

LLYSRMGPALEASGGSAGNTAAGVASLGGKAAYF 

GNVAQDQLGDIFAHDIRAQGVHYQ 

TRPKGTFPPTARSMIFVTEDGERSMNTYLGACVE 

LGPEDVETDWADAKVTYFEGYLW 

DPPRAKEAILDCARIAHENGREMSMTLSDSFCVD 

RYRGEFLDLMRSGKVDIVFANRQE 

ALSLYETDDFEEALNRIAADCKIAAVTMSEDGAV 

I LKGRERFYVDAI RI REWDTTGA 

GDLFASGFLYGYTQGRSLEDCGKLGCLAAGIVIQ 

QIGPRPMTSLS EAAKRAG LI" 

misc-feature 173581 .. 174456 /locus-tag="RL0143" 

/ inf erence="protein 
motif :Pfam:PF00294.10" 
/note="Pfam match to entry 
PF00294.10 PfkB" 

gene complement ( 174482 .. 1750 /locus-tag="RL0144" 

21) 

CDS complement (174482. .1750 /locus-tag="RL0144" 

21) 

/inf erence="similar to 
sequence: INSDC:A9 736 8" 
/note="similarity : f asta; 
with=UniProt:Q8UJ6 0 (EMBL : A9 736 8 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Hypothetical 
protein Atu0078.; length=200; id 
73.889; 180 aa overlap; query 
1-179; subject 24-200 Similar, but 
truncated at the N-terminus, to 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970) Hypothetical 
protein Atu0078 (200 aa) " 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05633 .1" 
/db-xref="GI : 115254559" 
/db-xref ="UniProtKB/TrEMBL : Q1MN1 9 " 
/ translation="MRSKVLKSCLALAIALAASM 
G S VEF AHAQAAKGP SGLPLPRFVT 
LKSKRVNLRIGPGTDYAVSWMYLKSGLPVEI IQE 
YDNWRRIRDADGTEGWVNQSLLSG 
QRAAIAAPWMKTKGKGIYVNLRREAQPSASIVAK 
LEPGVMLT I GECNGDWCRAE S DGA 
S GWVAQ S E I WGAYPGEAF K " 
misc-feature complement ( 174485 .. 1749 /locus-tag="RL0144" 
10) 

/inf erence=" protein 
motif :Pfam:PF063 47. 1" 
/note="Pfam match to entry 
PF06347.1 DUF1058" 



gene 
CDS 



complement ( 174934 
21) 



175207. .176208 



175207. .176208 



misc-feature 175225 .. 175515 



misc-feature 175531 .. 176094 



.1750 /locus-tag="RL0144" 

/inf erence= "protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0144 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.446 between residues 28 and 29" 
/gene="gyaR" 
/locus-tag="RL0145" 
/gene="gyaR" 
/locus-tag="RL0145" 
/EC-number = " 1.1.1.26" 
/inf erence="similar to 
sequence: INSDC : AB033995" 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : fasta; 
with=UniProt : GYAR-THELI 
(EMBL:AB033995) ; Thermococcus 
litoralis.; gyaR; Glyoxylate 
reductase (EC 1.1.1.26) (Glycolate 
reductase).; length=331; id 
46.364; 330 aa overlap; query 
6-329; subject 2-321 
similarity : fasta; 
with=UniProt :Q92T15 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE HYDROXYACID 
DEHYDROGENASE PROTEIN (EC 
1.1.1.-).; length=334; id 86.787; 
333 aa overlap; query 1-333; 
subject 1-333" 
/ codon-start=l 
/transl-table=ll 
/product="putative glyoxylate 
reductase" 

/protein-id="CAK05634 . 1" 

/db-xref="GI : 115254560" 

/ db-xref ="GOA: Q1MN1 8 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MN1 8 " 

/ tr an s 1 at i on= " MTAKKKPKVY I TRKLPDAVE 

TRMRELFDAELN I DDAPRS VPEL I 

AAVKTADVL VP T VT DR I DAAL I EQAGPQMKL IAS 

FSNGTDHIDVEAAARKGITVTNTP 

NVLTEDTADMTMALILAVPRRLGEGARVLTDKPG 

EWAGWSPTWMLGRRIHGKRIGIVG 

MGRIGTAVARRAKAFGL S I HYHNRKRVNPAVE DE 

LEATYWESLDQMLARVDIVSVNCP 

STPATFHLISARRLALLQPTAYLVNTARGDWDE 

AALIKCLREGRIAGAGLDVFENEP 

AVNPRLIKLANEGKWLLPHMS SAT IEGRI DMGD 

KVIINIRTFIDGHRPPNRVLPGR" 

/gene="gyaR" 

/locus-tag="RL0145" 

/inf erence=" protein 

motif :Pfam:PF00389 .14" 

/note="Pfam match to entry 

PF00389.14 2-Hacid-dh" 

/gene="gyaR" 



/locus-tag="RL0145" 
/ inf erence="protein 
motif : Pf am: PF02 826 .5" 
/note="Pfam match to entry 
PF02826.5 2-Hacid-dh-C" 
gene complement ( 176222 .. 1767 /locus-tag="RL0146" 

10) 

CDS complement ( 176222 .. 1767 /locus-tag="RL0146" 

10) 

/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note=" similarity : fast a; 
with=UniProt:Q92T05 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PUTATIVE 
ACETYLTRANSFERASE PROTEIN (EC 
2.3.1.-).; length=156; id 62.821; 
156 aa overlap; query 1-156; 
subject 1-156" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
acetyltransf erase" 
/protein-id="CAK05635. 1" 
/db-xref="GI: 115254561" 
/db-xref="GOA:QlMN17" 
/db-xref="UniProtKB/TrEMBL:QlMN17" 
/ translation="MRIVPLDQTFTRWDELLALI 
LSAFASMNGRIDPPSSALKLTTAS 
LAEKAGTEIGHVAIDGEKLIGCLFLRPEADCLYV 
GKLAVLPEVQGKGLGKRLLALAEE 
TAAALDLPALRLETRIELTDNHAVFAAWGFCRTA 
EKAHPGF ART T FVEMRKVL AP PIC VA" 
misc-feature complement ( 176312 .. 1765 /locus-tag="RL0 1 46 " 
48) 

/inf erence= "protein 
motif :Pfam:PF00583 .9" 
/note="Pfam match to entry 
PF00583.9 Acetyltransf-1" 
gene complement ( 176707 .. 1775 /locus-tag="RL0147" 

3D 

CDS complement ( 176707 .. 1775 /locus-tag="RL0147" 

3D 

/inf erence="similar to 
sequence: INSDC:AE0 079 49" 
/inf erence="similar to 
sequence: INSDC:HS53 2 23" 
/note=" similarity : fast a; 
with=UniProt :O54307 
(EMBL:HS53223) ; Synechococcus sp. 
(strain PCC 7942) (Anacystis 
nidulans R2 ) . ; moeB; MPT-synthase 
sulf urylase . ; length=391; id 
48.770; 244 aa overlap; query 
21-264; subject 11-247 
similarity : fast a; 
with=UniProt :Q7D290 
(EMBL:AE007949) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; AGR-C-lllp . ; length=285; 
id 75.836; 269 aa overlap; query 



complement (176713 
61) 



complement (176989 
93) 



complement (177528 
52) 

complement (17752 8 
52) 



2-266; subject 13-281" 

/codon-start=l 

/transl-table=ll 

/product="putative molydopterin 
synthase sulfurylase" 
/protein-id="CAK05636 .1" 
/db-xref="GI : 115254562" 
/db-xref="G0A:QlMN16" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN1 6 " 
/ translation="MTEAAFPGVGRHDNIGAMEP 
LSPEEIARYHRHILLPEIGGAGQQ 
KLKAARVLVIGAGGLGAPVLQYLAAAGVGTLGIV 
DDDRVSLSNLQRQVIHDSGTIGEL 
KTESAAFAIARLNPHVRLIRFEERFSPEAARRQL 
SGFDLLIDGSDNFDTRYAAADAAD 
EARIPLVTGAVGRFDGSLTVLKPYETAEDGTPNP 
RYRDLFPEAPP AGL I P AC AE AG 1 1 
GALTGVIGTMMAMEAIKLVTGIGEPLVGRLLLYD 
ALSARFDTIRYKRRRTTQRQAG" 
1769 /locus-tag="RL0147" 

/ infer ence= "protein 
motif :Pf am: PFO 523 7.1" 
/note="Pfam match to entry 
PF05237.1 MoeZ-MoeB" 
1773 /locus-tag="RL0147" 

/ infer ence= "protein 
motif :Pfam:PF00899 .8" 
/note="Pfam match to entry 
PF00899.8 ThiF" 
1786 /gene="recF" 

/locus-tag= "RL0148" 
1786 /gene="recF" 

/locus-tag="RL0148" 
/inf erence="similar to 
sequence: INSDC : AF008187" 
/note="similarity : f asta; 
with=UniProt : RECF-RHIME 
(EMBL:AF008187) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; recF; DNA replication 
and repair protein recF . ; 
length=374; id 75.000; 372 aa 
overlap; query 1-372; subject 
1-372" 

/ codon-start=l 
/transl-table=ll 

/product="putative DNA replication 
and repair protein" 
/protein-id="CAK05637. 1" 
/db-xref="GI : 115254563" 
/db-xref="GOA:QlMN15" 
/db-xref="UniProtKB/TrEMBL:QlMN15" 
/ trans lation="MPHKVSLSRLKLTDFRNYAA 
AALALDGRHAVLTGDNGAGKTNLM 
EAVSLLSPGRGLRRAAYGDITRVGAAGGFSIFAA 
LDGMEGDVEIGTGIETGEETTARK 
LRINGTTAKTADELTDHLRLLWLTPAMDGLFTGA 
SSDRRRFLDRLVLSLDPAHGRRAS 



DFERAMRSRNKLLDEGRFDPSWLAGIEEQMASLG 

IAMALARQEMLGLLTRLIEETRET 

SPFPSASLQLSGFMDGQFSRPSVDLEDDYAAMLA 

ESRYRDAGAGRTLEGPHRADLIVH 

HREKAMEAERCSTGEQKALLVGLVLAHARLVGNL 

TGHAPILLLDEIAAHLDEGRRAAL 

FDLIDGLGGQAFMTGTDRAMFSALGDKAQFFTVA 

DGRVFE" 

misc-f eature complement ( 178509 .. 1786 /gene="recF" 
40) 

/locus-tag="RL0148" 
/inf erence=" protein 
motif :Pfam:PF02 463 .6" 
/note="Pfam match to entry 
PF02463.6 SMC-N" 

gene 179034 .. 179399 /locus-tag="RL0149" 

CDS 179034. .179399 /locus-tag="RL0149" 

/inf erence="similar to 
sequence: INSDC : AP005937" 
/inf erence="similar to 
sequence: INSDC :SME59 17 83" 
/note=" similarity : fasta; 
with=UniProt :Y410-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Putative HTH-type 
transcriptional regulator R00410.; 
length=139; id 42.609; 115 aa 
overlap; query 2-111; subject 
8-116 similarity : fasta; 
with=UniProt:Q89WA2 
(EMBL:AP005937) ; Bradyrhizobium 
japonicum.; B110790 protein.; 
length=137; id 56.977; 86 aa 
overlap; query 2-8 4; subject 5-9 0" 
/ codon-start=l 
/transl-table=ll 
/product="putative HTH-type 
transcriptional regulator" 
/protein-id="CAK05638 . 1" 
/db-xref="GI : 115254564" 
/db-xref="GOA:QlMN14" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN1 4 " 
/ translation="MPDPVDI IVGRNVRQFRALR 
RVSQLELGEALGLTFQQIQKYEKG 
ANRVSASKLHQIAVFLDVDISALFEGAGMSPFGS 
RVELSPDAYALALSYDKLNSPAGK 
EAVKT I VT LMT GE S AE T T A " 

misc-feature 179070 .. 179234 /locus-tag="RL0149" 

/inf erence=" protein 
motif :Pfam:PF01381 .9" 
/note="Pfam match to entry 
PF01381.9 HTH-3 " 

gene complement ( 179558 .. 1797 /locus-tag="RL0150" 

58) 

CDS complement (179558. .1797 /locus-tag="RL0150" 

58) 

/inf erence="similar to 
sequence : INSDC : SME59 1 7 8 4" 
/note="similarity : fasta; 
with=UniProt :Q92S48 
(EMBL:SME591784) ; Rhizobium 



meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02277.; length=70; id 33.333; 
60 aa overlap; query 1-60; subject 
1-58; hypothetical protein 
smc02277" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05639 .1" 
/db-xref="GI : 115254565" 
/db-xref="UniProtKB/TrEMBL:QlMN13" 
/ translation="MAPAFSSQSEDVDVLAGAIY 
TWCAERNIKLRSQQGLS I AS I AI D 
LYHAGHQTQDDLLMALHECELH" 
gene complement ( 180070 .. 1811 /gene="dnaJ" 

97) 

/locus-tag="RL0151" 
CDS complement ( 180070 .. 1811 /gene="dnaJ" 

97) 

/locus-tag="RL0151" 
/inf erence="similar to 
sequence: INSDC: 139586" 
/note="similarity : f asta; 
with=UniProt : DNAJ-AGRT5 
(EMBL:I39586) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; dnaJ; Chaperone protein 
dnaJ.; length=377; id 91.534; 378 
aa overlap; query 1-375; subject 
1-377" 

/codon-start=l 
/transl-table=ll 
/product="putative chaperone 
protein" 

/protein-id="CAK05640 .1" 

/db-xref ="GI : 115254566" 

/db-xref="GOA:QlMN12" 

/db-xref="UniProtKB/TrEMBL:QlMN12" 

/ translation="MAKADFYETLGVAKSADEKE 

LKSAFRKLAMKYHPDKNPDDKDAE 

RKFKEINEAYEMLKDPQKRAAYDRYGHAAFEHGG 

MGGGGGGFAGGGF S D I FED I FGEM 

MGGGRARQRSSGGRERGADLRYNMEITLEESFSG 

KTAQIRVPTSITCDVCSGSGAKPG 

TQPKNCGTCQGTGRVRAAQGFFSIERTCPTCHGR 

GQIIPDPCPKCHGQGRVTEERSLS 

VNIPAGIEDGTRIRLQGEGEAGARGGPAGDLYIF 

LSVKPHEFYQRDGADLYCAVPISM 

TTAALGGTFDVATLDGTKSRVTVPEGTQVGKQFR 

LKGKGMPVLRSVQTGDLYIQIQIE 

TPQKLTKRQRELLQEFEQLSSKENNPESTGFFAR 

MKEFFEG" 

misc-feature complement ( 180145 .. 1805 /gene="dnaJ" 
13) 

/locus-tag="RL0151" 
/inf erence=" protein 
motif :Pfam:PF0 1556 .7" 
/note="Pfam match to entry 
PF01556.7 DnaJ-C" 
misc-feature complement ( 180550 .. 1807 /gene="dnaJ" 



/locus-tag="RL0151" 
/inf erence= "protein 
motif :Pfam:PF00684 . 8" 
/note="Pfam match to entry 
PF00684.8 DnaJ-CXXCXGXG" 
misc-feature complement ( 180988 .. 1811 /gene="dnaJ" 
85) 

/locus-tag="RL0151" 
/ inf erence="protein 
motif : Pf am: PFO 0226 .13" 
/note="Pfam match to entry 
PF00226.13 DnaJ" 
gene complement ( 181283 .. 1831 /gene="dnaK" 

99) 

/locus-tag="RL0152" 
CDS complement ( 181283 .. 1831 /gene="dnaK" 

99) 

/locus-tag="RL0152" 
/inf erence="similar to 
sequence: INSDC: 139585" 
/inf erence="similar to 
sequence : INSDC : RLDNAKJ" 
/note="similarity : f asta; 
with=UniProt : DNAK-AGRT5 
(EMBL:I39585) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; dnaK; Chaperone protein 
dnaK (Heat shock protein 70) (Heat 
shock 70 kDa protein) (HSP7 0 ) . ; 
length=Heat sh ( 633; id 93.103; 
638 aa overlap; query 1-638; 
subject 1-633 similarity : f asta; 
with=UniProt : DNAK-RHILE 
( EMBL: RLDNAKJ ) ; Rhizobium 
leguminosarum. ; dnaK; Chaperone 
protein dnaK (Heat shock protein 
70) (Heat shock 70 kDa protein) 
(HSP70 ) . ; length=Heat sh ( 638; id 
96.708; 638 aa overlap; query 
1-638; subject 1-638" 
/codon-start=l 
/transl-table=ll 
/product="putative heat shock 
chaperone protein" 
/protein-id="CAK05641 .1" 
/db-xref="GI : 115254567" 
/ db-xref ="GOA: Q1MN1 1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MN1 1 " 
/ translation="MAKVIGIDLGTTNSCVAVMD 
GKDAKVI ENAE GART T P S MVAF S D 
DGERLVGQPAKRQAVTNPTNTLFAVKRLIGRRYE 
DPTVEKDKHLVPFTIVKGDNGDAW 
VEANGKGY S P AQ I S AMI LQKMKE T AE S Y L GE K VE 
KAVITVPAYFNDAQRQATKDAGRI 
AGLEVLRIINEPTAAALAYGLDKKEGKTIAVYDL 
GGGTFDI S I LE IGDGVFEVKS TNG 
DTFLGGEDFDMRLVEYLVGEFKRDNGIDLKNDKL 
ALQRLKEAAEKAKIELSSSQQTEI 
NLPFITADASGPKHLTLKLTRAKLESLVDDLVQR 
T I APCKAALKDAGVT AAE I DE WL 
VGGMSRMPKVQEWKQLFGKEPHKGVNPDEWAL 



GAAI QAGVLQG DVKDVL L L D VT P L 
SLGIETLGGVFTRLIERNTTIPTKKSQTFSTAED 
NQQAVTIRVSQGEREMAADNKLLG 
QFDLVGLPPSPRGMPQIEVTFDIDANGIVQVSAK 
DKGTGKEQQIRIQASGGLSDADIE 
KMVKDAE AHAT E DKKRRE AVE ARNQ AE S L I H S S E 
KSLKDYGDKVSEADRTAISDAIAA 
LKTASEASEPDADDIKAKTQTLMEVSMKLGQAIY 
EAQQAEGGAAGDASAESGDNWDA 
DYEEIKDDDRKKSA" 
misc-f eature complement ( 181397 .. 1831 /gene="dnaK" 
90) 

/locus-tag="RL0152" 
/inf erence=" protein 
motif :Pfam:PF00012 . 7" 
/note="Pfam match to entry 
PF00012.7 HSP70 " 
gene complement ( 183536 .. 1858 /locus-tag="RL0153" 

72) 

CDS complement (183536. .1858 /locus-tag="RL0153" 

72) 

/inf erence="similar to 
sequence: INSDC : BSPBPF" 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : f asta; 
with=UniProt : PBPF-BACSU 
( EMBL: BSPBPF ) ; Bacillus subtilis.; 
pbpF; Penicillin-binding protein 
IF (PBP-1F).; length=( 714; id 
33.333; 585 aa overlap; query 
117-679; subject 50-616 
similarity: f asta; 
with=UniProt :Q92T08 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE 
PENICILLIN-BINDING PROTEIN.; 
length=767; id 67.602; 784 aa 
overlap; query 5-777; subject 
18-766" 

/codon-start=l 

/transl-table=ll 

/product=" putative 

penicillin-binding 

transpeptidase /transglycosylase 

protein" 

/protein-id="CAK05642 .1" 

/db-xref="GI : 115254568" 

/ db-xref ="GOA: Q1MN1 0 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MN1 0 " 

/ translation="MAGRGRSGDRIEPSFSGRPA 

RDDDEFSLDADDRIAGGRSQRRGG 

SKPPPQRAAPRRRREPPEREGGGFFGFMRRVIYW 

CWLF I WAG I GVAGL WY YG S RMP 

SASTWAIPERPPNVKITAVDGSVIANRGATGGEA 

LSLENMSPYIPEAVIAIEDRRFYS 

HFGVDPLGLGRAIVTNLTAGHMVQGGSTLTQQLA 

KNLFLSPERTLERKVQEVLLSLWL 

EQKYTKDQILAMYLNRVFFGSNAYGVEAASRRYF 

NKSARDVNLGEAAVLAGLLKAPSR 

LSPARDAEAANARAQLVLAAMREQGF I TDSEVKT 



AMSQTPASAKSYWSGAGHYVADMV 

MDELPGLIGDVKEDVIVDTTIDKSLEKKAEQSLV 

DILDKEGGKLDASQAALVSIDGTG 

AI RAL VGGRD Y AT S QFNRAVKAKRQP G SSFKPFV 

YAAALEKGLTPYSVFNDAPIRIGD 

WTPENYEKKYNGEVTLATALAKSLNTVAAQLVMY 

DGPDQVIKLAHRLGIESELQPNAS 

IALGTSEVSLMELTASYAAFMNGGYKATPHVIRR 

VTTAEGKVLYENTYDSPPRVLSEQ 

IAAEMDAMMMGVIDNGTGKSAKIPGWQAAGKTGT 

TQNSRDALFVGFTSNLTTGVWFGN 

DDGKPMKKVTGGGLPAKAWKEFMIAAHKGLSPAP 

LFGNGQL I ADPNNGQPMAEAPGNG 

QLGSGQPMTAEAPPSTIGGI ISGVFGGNDNANRY 

PQAP VRQQAAT S G S GP VP P AD I AE 

GGGSGYEGMVPPGDVGGAQTTSSVQPRRTTLLDL 

IMGQ" 

complement (183929. .1847 /locus-tag="RL0153" 
29) 

/inf erence=" protein 
motif :Pf am:PF0 09 05 . 8" 
/note="Pfam match to entry 
PF00905.8 Transpeptidase" 

complement (185024. .1855 /locus-tag="RL0153" 

27) 

/ inf erence="protein 
motif :Pfam:PF00912 . 8" 
/note="Pfam match to entry 
PF00912.8 Transgly" 

complement (185582 . .1856 /locus-tag="RL0153" 

50) 

/inf erence= "protein 

motif :TMHMM: 2.0" 

/note="l probable transmembrane 

helix predicted at aa 82-104" 
complement (186083. .1863 /locus-tag="RL0154" 
04) 

complement (186083. .1863 /locus-tag="RL0154" 
04) 

/note="no significant database 
hits" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAK05643 .1" 
/db-xref="GI : 115254569" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN0 9 " 
/ translation="MTQDYLAFLGLFAPRAAAID 
VTVWHKHNP I L P VRL T DGANLNP S 
GQIWRRFHLGEWEYKQDPETLDDYEARQF " 

complement (186247. .1863 /locus-tag="RL0154" 

04) 

/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0154 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.751) 
with cleavage site probability 
0.712 between residues 18 and 19" 

complement (186908. .1875 /locus-tag="RL0155" 

58) 

complement (186908. .18 75 /locus-tag="RL0155" 



/inf erence="similar to 
sequence: INSDC : AEO 0 73 0 8 " 
/note=" similarity : fast a; 
with=UniProt :Q92XK7 
(EMBL:AE007308) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein.; 
length=283; id 58.706; 201 aa 
overlap; query 1-200; subject 
14-204" 

/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05644. 1" 

/db-xref="GI : 115254570" 

/ db-xref ="UniProtKB/TrEMBL : Q1MN0 8 " 

/ translation="MKNLIVKVAAAAMLVLAPAI 

AQAAEGY S T AN VNMRAGP STRYPA 

VAWPAGSSVEIRGCLSNVNWCDVEFYGGRGWVS 

GQYVQAVYQQRRVYVGPQYYRPLG 

IPMVSFSVGNYWDRYYRNRDFYRERDRWSRGPDY 

YYRDRVYRDRDRDWSDDKRRDDRR 

DDIRRSDRRDNDNRGNTRSSDFRDLPQFNGGKAD 

TYNRPDPRASPFVCRPGDPSCD" 

complement (187486. .1875 /locus-tag="RL0155" 

58) 

/inf erence= "protein 
motif : SignalP-HMM: 2.0" 
/note="Signal peptide predicted 
for RL0155 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.995 between residues 23 and 24" 

complement ( 187564 . .1878 /locus-tag="RL0156" 

21) 

complement (187564. .1878 /locus-tag="RL0156" 
21) 

/note="no significant database 
hits" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAK05645. 1" 
/db-xref="GI : 115254571" 
/db-xref ="UniProtKB/TrEMBL : Q1MN0 7 " 
/ translation="MESHGPTALKVHAFAISQGL 
SRTRYCVTKFPPFKLRSSPPEYKL 
LKDNENSGALTNASDRSMFCSRWHMPRKRSQALL 
EKRANEE " 

complement (187987. .1894 /locus-tag="RL0157" 
44) 

complement (187987. .1894 /locus-tag="RL0157" 
44) 

/inf erence="similar to 
sequence: INSDC : AEO 0 7952 " 
/inf erence="similar to 
sequence: INSDC :AP006627" 
/note="Similar to Bacillus clausii 
KSM-K16. Deacylase. Q5WDJ9 
(EMBL:AP006627) (432), and to 



Agrobacterium tumefaciens (strain 
C58/ATCC 33970). AGR-C-165p. 
Q7D266 (EMBL:AE007952) (507) 
similarity : fast a; 
with=UniProt : Q5WDJ9 
(EMBL:AP006627) ; Bacillus clausii 
KSM-K16 . ; Deacylase.; length=432; 
id 33.183; 443 aa overlap; query 
45-483; subject 4-429 
similarity : fast a; 
with=UniProt :Q7D266 
(EMBL:AE007952) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; AGR-C-165p.; length=507; 
id 82.062; 485 aa overlap; query 
2-485; subject 22-506" 
/ codon-start=l 
/transl-table=ll 
/product="putative peptidase" 
/protein-id="CAK05646 .1" 
/db-xref="GI : 115254572" 
/db-xref="GOA:QlMN06" 
/db-xref="UniProtKB/TrEMBL:QlMN0 6" 
/ translation="MFFRLACLSGLVYRPAEFQK 
E;:.niTE'"n^"LAPAE":nL;:.;:.;:.LDK 
LFELLRIQSISTDPAYKAECRKAAEWLVAYLEGL 
GFTASVRDTPGHPMWAHHAGASA 
DAPHVLFYGHYDVQPVDPIELWENDPFEPSIKDV 
GEGRKILTGRGTSDDKGQLMTFVE 
ACRAYKEINGALPCRVTILFEGEEESGSPSLKPF 
LEANATELKADYALVCDTGMWDRD 
TPAIAAALRGLVGEEVIVTAADRDLHSGLFGGAA 
ANPIHILVKALAGLHDETGRITLD 
GFYEGVEETPDNIKASWETLGKTAESFLGEVGLS 
IPSGEKGRSVLELTWARPTAEING 
IWGGYTGEGFKTVIAAKASAKVSFRLVGTQDPAA 
IREAFRSYISSKIPADCSVEFHPH 
GGSPAIHLSYDSPVLTKAKNALSDEWPKPAIVIG 
MGGSIPIVGDFQKMLGMESLLVGF 
GLSDDRIHSPNEKYELVSYHKGIRSWVRILEALA 
A" 

misc-feature complement ( 187990 .. 1893 /locus-tag="RL0157" 
12) 

/ inf erence="protein 
motif :Pfam:PF01546 .12" 
/note="Pfam match to entry 
PF01546.12 Peptidase-M20" 
gene 189588 .. 191972 /locus-tag="RL0158" 

CDS 189588. .191972 /locus-tag="RL0158" 

/inf erence="similar to 
sequence: INSDC : AY323 8 1 1 " 
/inf erence="similar to 
sequence: INSDC :HS16 1255" 
/note="Codons 260 to the 
C-terminus are similar to codons 
740 to the C-terminus of 
Pseudomonas putida. morA Q7WYW5 
(EMBL:AY323811) ( MorA.), and to 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970). GGDEF family 
protein. Q8U728 (EMBL : HS16 1 255 ) 
(779) similarity : fasta; 



with=UniProt : Q7WYW5 
(EMBL:AY323811) ; Pseudomonas 
putida.; MorA. ; length=12 82; id 
38.889; 522 aa overlap; query 
261-760; subject 742-1263 
similarity : fast a; 
with=UniProt :Q8U728 
(EMBL:HS161255) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; GGDEF family protein.; 
length=779; id 49.935; 773 aa 
overlap; query 1-765; subject 
1-766" 

/ codon-start=l 
/transl-table=ll 
/product="putative GGDEF/EAL 
domain transcriptional regulator" 
/protein-id="CAK05647 . 1" 
/db-xref="GI : 115254573" 
/db-xref="GOA:QlMN05" 
/db-xref="UniProtKB/TrEMBL:QlMN0 5" 
/translation="MFSVITCIRDNHDWRLVLAA 
AAVC L VG T MAAML L L S R AQ E C D AG 
RRKL W I GAS AF AFG T G VWAT HF I AMLAYDGGMP I 
GYQLGLTALSFLLSWGSWAAILV 
ASESRGRFSRIRGGVLMALGIASMHLTGMQAIET 
QAAILYDPFMTLSAVLAGALLSSA 
AFHAFFQSKGLRRLLASS ITFVLAICALHFI SMA 
SITLVPDPGKEVPATVLDASLLAA 
IVWAATTLILIALAWFIESHLTDLKGLANASQ 
EGLLILREGRI IDANERFQGLSGW 
KLAGLSGKAPSAVLTAVQGTGQNRPSETVLNTRD 
GREIAVEVTASRIVYRGHNCEVLA 
VRDLTERRQAEEMIEHLAHHDVLTDLPNRSLFDT 
RIRQALQMAERKNSEVALFYLDLD 
RFKAVNDIFGHAEGDRILRKVASILRRVADESDT 
VARLGGDEFAII'l'LAG'lvPAAA'l'F. 
LAADILGEFAAEMDTARDPTAVGVSVGIALYPTD 
GAAAEELCNNADTALYRVKHDGRG 
KICFFDAEMDKAARNRRQIESELRHAI IRNQIHV 
SYQP ILDALSGE I GGYEALMRWNR 
PGHGLTEPDIF I S I AEESGS I VQLGEWVLQQACR 
EAVRWPLPLMIAVNLSPVQFMLPN 
LCERIEAILAETGLAPSRLELEITEAALIRDRDR 
VMTTLLRLHKLGVHIVMDDFGTGF 
SSLSNLRSFPFDKIKVDRSFTGVLEHDAGARS IV 
RAI IGLGHSLGMPWTEGVETEMQ 
RRIWEEGCAQVQGLLLGKPDIEPSIKLAAHENV 
LTAQIETGVSSLRRAQGAGE" 
misc-feature order ( 1 8963 0 .. 1 89692 , /locus-tag="RL0158" 

189729 . .189797, 

189825. .189893, 

189930. .189989, 

190017. .190085, 

190119 . . 190187, 

190230. .190298) 

/ inf erence="protein 
motif :TMHMM: 2 .0" 

/note="7 probable transmembrane 
helices predicted at aa 15-35, 
48-70, 80-102, 115-134,144-166, 
178-200 and 215-237" 



isc-feature 189759 .. 189944 



misc-feature 189945 .. 190130 



misc-feature 190629 .. 191114 



misc-feature 191154 .. 191867 



gene complement ( 192 0 83 . 

99) 

CDS complement ( 192083 . 

99) 



misc-feature complement ( 192107 . 
18) 



gene 192994 .. 196044 

CDS 192994. .196044 



/locus-tag="RL0158" 
/ inf erence="protein 
motif :Pfam:PF03707.5" 
/note="Pfam match to entry 
PF03707.5 MHYT" 
/locus-tag="RL0158" 
/inf erence=" protein 
motif :Pfam:PF03707.5" 
/note="Pfam match to entry 
PF03707.5 MHYT" 
/locus-tag="RL0158" 
/inf erence=" protein 
motif :Pfam:PF00990 . 8" 
/note="Pfam match to entry 
PF00990.8 GGDEF" 
/locus-tag="RL0158" 
/inf erence=" protein 
motif :Pfam:PF0 0563 .9" 
/note="Pfam match to entry 
PF00563.9 EAL" 
1924 /locus-tag="RL0159" 

1924 /locus-tag="RL0159" 

/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt :Q92T13 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE TRANSCRIPTION 
REGULATOR PROTEIN. ; length=147; id 
64.925; 134 aa overlap; query 
1-134; subject 6-139" 
/codon-start=l 
/transl-table=ll 
/product="putative MarR family 
transcriptional regulator protein" 
/protein-id="CAK05648 .1" 
/db-xref="GI : 115254574" 
/db-xref="GOA:QlMN0 4" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN0 4 " 
/ translation="MDSGAYLASQLAKGFARSLH 
QRAVGLGFSPGQFPILLELWAEDG 
LTQKQLLERVDIEQATMANTLSRMVRDGLIERRP 
HPS DKRAQ LLFLTP RARAME AE A I 
ETAREADLALFKGFRVFERELTLEYIRRLLENAK 
AL" 

1924 /locus-tag="RL0159" 

/inf erence= "protein 
motif :Pfam:PF010 47. 8" 
/note="Pfam match to entry 
PF01047.8 MarR" 
/gene="polA" 
/locus-tag="RL016 0" 
/gene="polA" 
/locus-tag="RL016 0" 
/EC-number="2 . 7.7.7" 
/inf erence="similar to 
sequence: INSDC:U86 403" 
/note="similarity : f asta; 



misc-feature 193057 .. 193569 



misc-feature 193573 .. 193875 



with=UniProt : DPOl-RHILE 
(EMBL:U86403) ; Rhizobium 
leguminosarum. ; polA; DNA 
polymerase I (EC 2.7.7.7) (POL 
I).; length=EC 2.7.7.7; id 9 8.52 4; 
1016 aa overlap; query 1-1016; 
subject 1-1016" 
/ codon-start=l 
/transl-table=ll 

/product="putative DNA polymerase 
I" 

/protein-id="CAK05649 .1" 

/db-xref="GI : 115254575" 

/db-xref="GOA:QlMN03" 

/db-xref="UniProtKB/TrEMBL:QlMN03" 

/ translation="MPNSIWTSSHARAIHARMKK 

GDHLFLVDGSGFIFRAFHALPPLT 

RKTDGLPIGAVSGFCNMLWKLLRDARNTDVGVTP 

THLAVIFDYSARTFRKDLYDAYKA 

NRSAPPEELIPQFGLIREATRAFNLPCIETEGFE 

ADDI I AT YARQAEATGADVT I VS S 

DKDLMQL VS PN VHMYD SMKDKQ I G I P DWEKWGV 

PPEKMIDLQAMTGDSVDNVPGIPG 

IGPKTAAQLLEEYGDLDTLLERATEIKQVKRRET 

ILANIDMARLSRDLVRLRTDVPLD 

LDLDALVLEPQNGPKLIGFLKTMEFTTLTRRVAE 

ACDCDASAIEPAIVRIEWGEKARG 

P D L D AAE P E P V AG G I P D V S G E S VP VP P RAKAK T A 

VEGAF S P ADL AKARAE AF AT L P F D 

H SAYVT IRDLATLDRWI ADARAT G LVAF D T E T T S 

L D AMQ AE L VGF SLAIADNTADPTG 

TKIRAAYVPLVHKNGVGDLLGGGLAENQIPMGDA 

LARLKALLEDESILKVAQNLKYDY 

LLMKRYGIETRSFDDTMLISYVLDAGTGAHGMDP 

LSEKFLGHTPIPYKDVAGSGKANV 

TFDLVDIDRATHYAAEDADVTLRLWLVLKPRLAA 

AGLTSVYERLERPLLPVLARMEAR 

GITVDRQILSRLSGELAQSAARLEDEIYVLAGER 

FNIGSPKQLGDILFGKMGLSGGSK 

TKTGQWSTSAQVLEDLAAAGFELPRKIVDWRQVT 

KLKSTYTDALPGYVHPETKRVHTS 

YSLASTTTGRLSSSEPNLQNIPVRTAEGRKIRTA 

FISTPGHKLISADYSQIELRVLAH 

VAEIPQLTKAFEDGVDIHAMTASEMFGVPVEGMP 

GEVRRRAKAINFGI IYGISAFGLA 

NQLSIERSEAGDYIKKYFERFPGIRDYMESRKAM 

ARDKGYVETIFGRRINYPEIRSSN 

PSVRAFNERAAINAPIQGSAADVIRRAMIKIEPA 

LVEVGLADRVRMLLQVHDELIFEV 

EDEDVEKAMPVIVSVMENATMPALEMRVPLRVDA 

RAATNWDE AH " 

/gene="polA" 

/locus-tag="RL016 0" 

/ inf erence="protein 

motif :Pfam:PF02739 .5" 

/note="Pfam match to entry 

PF02739.5 5-3-exonuc-N" 

/gene="polA" 

/locus-tag="RL016 0" 

/ inf erence="protein 

motif :Pfam:PF01367.9" 

/note="Pfam match to entry 



PF01367.9 5-3-exonuc" 
/gene="polA" 
/locus-tag="RL016 0" 
/inf erence=" protein 
motif :Pfam:PF01612 .10" 
/note="Pfam match to entry 
PF01612.10 3-5-exonuc" 
/gene="polA" 
/locus-tag="RL016 0" 
/ inf erence="protein 
motif :Pfam:PF00476 .9" 
/note="Pfam match to entry 
PF00476.9 DNA-pol-A" 
/locus-tag="RL0161" 
/locus-tag="RL0161" 
/inf erence="similar to 
sequence :INSDC:A6 482 8" 
/inf erence="similar to 
sequence: INSDC:C9 6 03 0" 
/note="Codons 60 to the C-terminus 
are similar to codons 650 to the 
C-terminus of Escherichia coli. 
ftsK FTSK-ECOLI (EMBL : A6 482 8 ) ( 
DNA translocase ftsK.), and codons 
180 to the C-terminus are similar 
to Rhizobium meliloti 
(Sinorhizobium meliloti) . Putative 
cell division protein FtsK like 
protein. Q92TK5 (EMBL : C96 03 0 ) 
(611) similarity : fasta; 
with=UniProt: FTSK-ECOLI 
(EMBL:A64828) ; Escherichia coli.; 
ftsK; DNA translocase ftsK.; 
length=1329; id 43.490; 722 aa 
overlap; query 63-775; subject 
649-1324 similarity : fasta; 
with=UniProt:Q92TK5 (EMBL : C96 03 0 ) ; 
Rhizobium meliloti (Sinorhizobium 
meliloti).; Putative cell division 
protein FtsK like protein.; 
length=611; id 79.500; 600 aa 
overlap; query 187-779; subject 
6-600" 

/ codon-start=l 
/transl-table=ll 

/product="putative cell division 

DNA translocase protein" 

/protein-id="CAK05650 .1" 

/db-xref ="GI : 115254576" 

/db-xref="GOA:QlMN02" 

/db-xref ="UniProtKB/TrEMBL : Q1MN0 2 " 

/ translation="MRFPRTNLTDAGDFSSEIET 

DLPEENPGEKPAAPIWQSNFSLAP 

NVRFTRTPETLISRRRAPNEPVRDDSQIGQQAIR 

IEPVAVDVPFDIYLPEPDEISAAP 

QRIELQQSPLLDEAAAPAFRASAELSSISDFAFW 

EVMAFEEAEPVRAPPLISFPKTET 

SPE S I T S LFRI MEWRPGRP AP AQWS RP APQP AA 

VSAKVAVRPAAAI SLEKPRRI AVE 

AP VML AP Q AAP T P Q L AP AP H I A S AP Q AAP AP Q R T 

PPVAAVLPSPRLAARPEKIDASGY 

EFPPRALLQEPPERLGEIMSQETLEQNAGLLESV 



LEDFGIKGEIIHVRPGPWTLYEF 

EPAPGVKSSRVIGLADDIARSMSALSARVAWPG 

RNVIGIELPNVTRETVYFREMIES 

QDFEKSGYKLALGLGKTIGGEPVIAELAKMPHLL 

VAGTTGSGKSVAINTMILSLLYRM 

TPEQCRLIMVDPKMLELSVYDGIPHLLTPWTDP 

KKAVMALKWAVREMEERYRKMS RL 

G VRN I DG YN DR VAQ ARE KG E T I H VMVQ VG F D K G T 

GTPIEESQALDLTPMPYIWIVDE 

MADLMMVAGKD I EGAI QRL AQMARAAG I HL I MAT 

QRPSVDVITGTIKANFPTRISFQV 

TSKIDSRTILGEQGAEQLLGQGDMLHMQGGGRIS 

RVHGPFVSDVEVEKWAHLKTQGR 

PEYLDTVTADEEEETEEEEAGAVFDKSAMASEDG 

NEL YEQAVKWMRDKKC S T S Y I QR 

RLGIGYNRAASLVERMEKEGLVGPANHVGKREIV 

SGRGDGE" 

misc-feature 197471 .. 198133 /locus-tag="RL0161" 

/ inf erence="protein 
motif :Pfam:PF01580 . 8" 
/note="Pfam match to entry 
PF01580.8 FtsK-SpoIIIE" 

gene complement ( 198700 .. 1992 /locus-tag="RL0162" 

03) 

CDS complement (198700. .1992 /locus-tag="RL0162" 

03) 

/inf erence="similar to 
sequence :INSDC:AE0 11 062" 
/inf erence="similar to 
sequence : INSDC : BF3 9 4 1 0 " 
/note="similarity : f asta; 
with=UniProt : GRPB-BACPF 
(EMBL:BF39410) ; Bacillus 
pseudof irmus . ; grpB; 
Glutamate-rich protein grpB.; 
length=174; id 28.395; 162 aa 
overlap; query 4-158; subject 
9-169 similarity : f asta; 
with=UniProt :Q8TK81 
(EMBL:AE011062) ; Methanosarcina 
acetivorans . ; Hypothetical protein 
MA3535.; length=186; id 38.509; 
161 aa overlap; query 4-161; 
subject 21-181" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05651 .1" 
/db-xref="GI : 115254577" 
/ db-xref ="UniProtKB/TrEMBL : Q1MN0 1 " 
/ translation="MRAIKWDYDPSWPRLFAEI 
SAEVSALLGDRLLSIDHIGSTSVP 
GLAAKPKIDLAAVMISDAFLPAAIEIVRAADFVF 
HGDTGEQRWAFTRDHDGYGFRLYL 
CGPDNRAHRGRILFRDYLRNHPERAKAYADLKRR 
LAAEADDDWDFYTGGKTDFVSETV RLAALKT" 
misc-feature complement ( 198715 .. 1992 /locus-tag="RL0162" 
03) 

/ inf erence="protein 
motif :Pfam:PF04229 .3" 
/note="Pfam match to entry 



PF04229.3 UPF0157" 
complement ( 199223 . . 1998 /gene="phnN" 

19) 

/locus-tag="RL0163" 
complement ( 199223 . . 1998 /gene="phnN" 
19) 

/locus-tag="RL0163" 
/inf erence="similar to 
sequence :INSDC:B9 73 79" 
/inf erence="similar to 
sequence: INSDC : HSPD32662 " 
/note=" similarity : fast a; 
with=UniProt:PHNN-ECOLI 
(EMBL:HSPD32662) ; Escherichia 
coli.; phnN; ATP-binding protein 
phnN.; length=185; id 35.955; 178 
aa overlap; query 15-191; subject 
3-176 similarity : fasta; 
with=UniProt:Q8UIX3 (EMBL : B9 73 79 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; gmk; Guanylate 
kinase (AGR-C-277p) . ; length=199; 
id 57.955; 176 aa overlap; query 
15-190; subject 15-190" 
/codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 
phosphonate metabolism protein" 
/protein-id="CAK05652 .1" 
/db-xref="GI: 115254578" 
/ db-xref ="GOA: Q1MN0 0 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MN0 0 " 
/ trans lation="MMSHEPHAGAGAERGTMVW 
VGPSGAGKDTLMNLAARRFKGRED 
VHFVRRVITRHRDAGGEDHLSVSLQGFAAMEQSG 
S F AVWWE AHGL KYG I P AE I S VAL S 
KG H I WAN G S R S AL H RF C 1 AAF P R L K V I N VT ARP E 
VLAGRLETRGRETHEDIMARLARG 
PLTVRGEYDWELDNSGSLEEAEQKMIEILNGLL 
TKTP" 

complement (199816 . . 2009 /gene="phnM" 
88) 

/locus-tag="RL016 4" 
complement (199816 . . 2009 /gene="phnM" 
88) 

/locus-tag="RL016 4" 
/inf erence="similar to 
sequence : INSDC : ECPHN" 
/inf erence="similar to 
sequence: INSDC : RME59 19 85 " 
/note="similarity: fasta; 
with=UniProt:PHNM-ECOLI 
(EMBL: ECPHN) ; Escherichia coli.; 
phnM; PhnM protein.; length=378; 
id 47.340; 376 aa overlap; query 
17-389; subject 2-377 
similarity : fasta; 
with=UniProt :Q92V74 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Putative enzyme 
protein.; length=379; id 76.781; 



379 aa overlap; query 12-390; 
subject 1-379" 
/codon-start=l 
/transl-table=ll 
/product="putative phosphonate 
metabolism protein" 
/protein-id="CAK05653 .1" 
/db-xref="GI : 115254579" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMZ9 " 
/ translation="MPAPKAERPDAMSKETVFSN 
ARIVLEDDILSGSILIRDGKIADI 
SEGNSVAGEDFEGDYMIPGLVELHTDHLEGHYQP 
RPG I RWNKTAAVQAHDAQ I VT SGI 
TTVFDCLRMGADEDGGFEHGEMREMADAIQSAET 
EGRLRAEHLIHLRCEVSADNVLEH 
FADFESDRHVRLVSLMDHAPGQRQFQTMDQYIFY 
YQKKRGL S DEAFARF VAKRQAE S A 
RNSTPHRNAIAKVCAERGITVASHDDATLSHVDE 
AI DNGVRLAEF P T S F DAARAS HEH 
GMS VLMGAPN I VRGKSH S GN I AARDL AEMGVL DV 
LSSDYVPLSLLHAPFILADEVESI 
SLPKAIAMVTSTPARTVSLDDRGRIATGLRADLV 
RVHRSHGVPVTRSVWRQGRRVA" 
misc-feature complement ( 199876 .. 2008 /gene="phnM" 
14) 

/locus-tag="RL016 4" 
/ infer ence= "protein 
motif :Pfam:PF01979 .7" 
/note="Pfam match to entry 
PF01979.7 Amidohydro-1" 
gene complement ( 200969 .. 2016 /locus-tag="RL0165" 

64) 

CDS complement (200969. .2016 /locus-tag="RL0165" 

64) 

/inf erence="similar to 
sequence: INSDC:AE0 0 8991" 
/note=" similarity: fast a; 
with=UniProt :Q8UIX1 
(EMBL:AE008991) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0170.; length=232; id 59.292; 
226 aa overlap; query 1-226; 
subject 4-222" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05654. 1" 

/db-xref="GI : 115254580" 

/db-xref ="UniProtKB/TrEMBL : Q1MMZ 8 " 

/ translation="MRYALYFSPPKDDPLTGAAS 

LWLGRNAFTGETYPAPEHEQLGAA 

EQFELTADPRRYGFHATIKAPFSLASSVTEKDLM 

TVAEDFARRTQAFEIPELVLGQLG 

RFFALVPGSLHQPLQDFAAKWRSFEPFRAALSE 

TDMARRNPEKLSDSQRAHLKRWGY 

PYVMEDFGFHMTLSGQVPETRAEVMKAILTERFA 

NFTGRPLSISGLAVFIEETRGAPF 

KVHSWLPLAGAKS " 

misc-feature complement ( 200975 .. 2016 /locus-tag="RL0165" 



/inf erence=" protein 
motif :Pf am: PF06299 .1" 
/note="Pfam match to entry 
PF06299.1 DUF1045" 

complement (201786 . .2031 /gene="phoT" 

38) 

/locus-tag="RL0166" 
complement (201786 . .2031 /gene="phoT" 

38) 

/locus-tag="RL0166" 
/inf erence="similar to 
sequence :INSDC:AE0 0 7958" 
/inf erence="similar to 
sequence :INSDC:HSH9 59 46" 
/note=" similarity : fast a; 
with=UniProt :Q52909 
(EMBL:HSH95946) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; phoT; PhoT (Phosphate 
uptake ABC transporter permease 
protein).; length=Phosphate uptake 
ABC transpor ( 505; id 49.105; 503 
aa overlap; query 1-447; subject 
1-503 similarity : fasta; 
with=UniProt : Q8UIX0 
(EMBL:AE007958) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; phnE; ABC transporter, 
membrane spanning protein 
(AGR-C-284p) . ; length=449; id 
70.667; 450 aa overlap; query 
1-450; subject 1-449" 
/ codon-start=l 
/transl-table=ll 
/product="putative permease 
component of phosphate uptake ABC 
transporter protein" 
/protein-id="CAK05655. 1" 
/db-xref="GI : 115254581" 
/db-xref="GOA:QlMMZ7" 
/db-xref="UniProtKB/TrEMBL:QlMMZ7" 
/ translation="MSSVPTINAAERERLLSAYP 
DVFHRSFMQRWGLLLISAAVFVYL 
AFCFAFFNVIPTFVNGNWDRAAIYVQDWYSWRAQ 
PRLRFQNDQWPQWTSRRQYPEGA 
DINWLKPNADGSRYTVTFGSDGDRMEVTPSRVDV 
YI DGKLYPVT I THDRAS LP S DAPA 
RMQQDDNKVNVY YGF AGQAE I RTNQVY I QRRFLG 
WANFFFDTHSPFWGRSLPEWGLM 
FSGERLDPNQSNASLALDNFLNNASWQHGDILSK 
LMQT LVMAF VG T LF G T L VAF P L AF 
IAARNIMRSRAANWGTKRLFDFLRSIDMLIWALF 
FTRAFGPGPLPGIAAIFFTDTGAL 
GKVYAEALENIDDKQREGVRSVGAAPVAVQRYGV 
IPQVLPVFISQSLYFWESNTRSAT 
AIGAVGAGGIGLKLLESMKTNSDWDKVAYMVLLI 
LLWFAFDNLSNALRSRVMGKKGH 

complement (201801 . .2023 /gene="phoT" 

82) 

/locus-tag="RL0166" 
/inf erence= "protein 
motif :Pfam:PF00528 . 10" 



/note="Pfam match to entry 
PF00528.10 BPD-transp-1" 
misc-f eature complement ( join (201816 . /gene="phoT" 
.201884, 202155. .202223, 
202302. .202370, 
202977. .203045) ) 

/locus-tag="RL0166" 
/ inf erence="protein 
motif :TMHMM: 2 .0" 

/note="4 probable transmembrane 
helices predicted at aa 32-54, 
257-279, 306-328 and 419-441" 
gene complement ( 203138 .. 2041 /gene="phoE" 

18) 

/locus-tag="RL016 7" 
CDS complement (203138 . .2041 /gene="phoE" 

18) 

/locus-tag="RL016 7" 
/inf erence="similar to 
sequence: INSDC : A95947" 
/inf erence="similar to 
sequence: INSDC :AE0 0 8991" 
/note=" similarity : fast a; 
with=UniProt:Q52908 (EMBL : A959 4 7 ) ; 
Rhizobium meliloti ( Sinorhizobium 
meliloti).; phoE; PhoE (Phosphate 
uptake ABC transporter permease 
protein).; length=Phosphate uptake 
ABC transpor ( 320; id 59.683; 315 
aa overlap; query 9-323; subject 
6-320 similarity : fasta; 
with=UniProt : Q8UIW9 
(EMBL:AE008991) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; phnE; ABC transporter, 
membrane spanning protein.; 
length=328; id 81.620; 321 aa 
overlap; query 6-326; subject 
8-328" 

/codon-start=l 
/transl-table=ll 
/product="putative permease 
component of phosphate uptake ABC 
transporter " 

/protein-id="CAK05656 .1" 
/db-xref="GI : 115254582" 
/ db-xref ="GOA: Q1MMZ6 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMZ6 " 
/ translation="MAHSAGADSLSGLQEGSRTI 
LDHYQSQVRTRRIYTWSIWFLI 
ILGASLDFANSANSGKFFERLPYFFDFMKSFVPD 
SPLEIFRAMFDLPSPFSDGSIKYD 
YTSDRVWITDSFYIPNFFYQLAITLNIAIVSTIL 
GASGAFLLCFFASTNLVGAGVTRW 
WRRIMEIMRAFPEIWAGLLAAILSIGPISAI I 
AVWVHTVGALGKLFFEWENADMK 
PDEGLRAAGAGWLERVRFAILPQVLPNFVSYTLL 
RTEINVRASTI IGAVGGGGIGEVF 
SLSIGRDHAAKTYAI I ILLLITVICVDQFSAWLR 
RRLIGKQSFEFGQGAA" 
misc-feature complement ( 203174 .. 2037 /gene="phoE" 
52) 



misc-f eature complement ( j oir 
.203251, 203285. 



(203192 
.203353. 



/locus-tag="RL016 7" 
/ inf erence="protein 
motif :Pf am:PF0 052 8 . 10" 
/note="Pfam match to entry 
PF00528.10 BPD-transp-1" 
/gene="phoE" 



203528. 
203633. 
203711. 
203954. 



203596, 
203701, 
203779, 
204022) ) 



complement (204187. 
10) 



complement (204187. 
10) 



/locus-tag="RL016 7" 
/inf erence= "protein 
motif :TMHMM:2.0" 
/note="6 probable transmembrane 
helices predicted at aa 33-55, 
114-136, 140-162, 175-197,256-278 
and 290-309" 
.2051 /gene="phoD" 

/locus-tag="RL016 8" 
.2051 /gene="phoD" 

/locus-tag="RL016 8" 
/inf erence="similar to 
sequence: INSDC:B959 47" 
/inf erence="similar to 
sequence: INSDC:HS3 792 48" 
/note="similarity : f asta; 
with=UniProt:Q52907 (EMBL : B959 4 7 ) ; 
Rhizobium meliloti (Sinorhizobium 
meliloti).; phoD; PhoD precursor 
(Phosphate uptake ABC transporter 
periplasmic solute- binding 
protein).; length=Phosphate uptake 
AB ( 3 01; id 60.000; 300 aa 
overlap; query 8-307; subject 
2-301 similarity : f asta; 
with=UniProt :Q8UIW8 
(EMBL:HS379248) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; phnD; ABC transporter, 
substrate binding protein 
(AGR-C-288p) . ; length=301; id 
74.000; 300 aa overlap; query 
8-307; subject 2-301" 
/ codon-start=l 
/transl-table=ll 

/product=" putative solute-binding 
component of phosphate uptake ABC 
transporter" 

/protein-id="CAK05657 . 1" 

/db-xref="GI : 115254583" 

/db-xref="GOA:QlMMZ5" 

/db-xref="UniProtKB/TrEMBL:QlMMZ5" 

/ translation="METSMSAFRKILMATIAVAA 

L AGN AAAQ D VK VL RIGLDGGENEA 

DQVRRTECVKPGLIAATGVSEVQLFPSPNYNGVI 

QGLLGGTIDLAVMGAASYAAIYIK 

DPNAVTPVLTTKQADGSTGYYSIMVARKDSGIKT 

LADAKGKKLGF ADP D S T S G YL VPN 

VALPKDTGAPVKQYFSETGFGGGHENLVLGVLDK 



KFDVGTTFGSGQGDWAQGYSSGNL 
HQMVTKGLLDMDDIVEVWKSPLIPNGPLMVSQKL 
PADLQKKVTTYFAELPKTDKSCFE 
SFTGGGYVDWVPVDQSFYQT I I DARKAVIGG " 
gene complement ( 205369 .. 2064 /locus-tag="RL0169" 

36) 

CDS complement (205369. .2064 /locus-tag="RL0169" 

36) 

/inf erence="similar to 
sequence : INS DC : AEO 1696 0 " 
/inf erence="similar to 
sequence: INSDC : OCA82 447 " 
/note="similarity : fasta; 
with=UniProt : TRA1-COXBU 
(EMBL:AE016960) ; Coxiella 
burnetii.; Transposase for 
insertion sequence element 
IS1111A.; length=339; id 26.706; 
337 aa overlap; query 9-337; 
subject 7-335 similarity : fasta; 
with=UniProt :Q6LB66 
(EMBL:OCA82447) ; Oligotropha 
carboxidovorans (Pseudomonas 
carboxydovorans) . ; Transposase 
ISC1190.; length=300; id 87.667; 
300 aa overlap; query 57-355; 
subject 1-300; transposase for 
insertion sequence element 
islllla" 
/ codon-start=l 
/transl-table=ll 

/product="putative transposase for 
insertion element family protein" 
/protein-id="CAK05658 .1" 
/db-xref="GI: 11525458 4" 
/db-xref="GOA:QlM49 0" 
/db-xref="UniProtKB/TrEMBL:QlM49 0" 
/ translation="MTASYEYHIGVDYHKSYSHL 
WQDSSGKTLRSGRVKNDRQSLGG 
FLERYRENSHAWEATRNWMVMYDWLDDICDDW 
LAHPLKVKAIADAKIKTDKIDATV 
LAHLLRAD L VP E AWAP S E R S RD L RVAL RE RMF Y V 
RLRTMTKNRIVTVFDRYPEQTAQL 
KKLGDLFGKAGRVQLAQVNVSE I DRI Q I DRGLAF 
I GD I DMR I KQ S E AT I RAMT KAN AN 
VKLLKTIPGIGEFFARLIDAEIDDISRFRHSKKL 
AAYAGLVPSTHSSGGKTFHGKI IK 
QGNKWLRWAFVEAVAPAIASDPQLRAQYEHLKIK 
GINKARVAI ARKLLT I TFQ I LRDQ 
RAYEPRGE S TMEGAS T I S RL S " 
misc-feature complement ( 205525 .. 2058 /locus-tag="RL0169" 
54) 

/inf erence=" protein 
motif :Pfam:PF02371 .5" 
/note="Pfam match to entry 
PF02371.5 Transposase-20" 
gene complement ( 206639 .. 2074 /gene="phoC" 

84) 

/locus-tag="RL0170" 
CDS complement (206639 . .2074 /gene="phoC" 

84) 

/locus-tag="RL0170" 



/inf erence="similar to 
sequence: INSDC : A9 73 8 0 " 
/inf erence="similar to 
sequence: INSDC :RM59229" 
/note="similarity : fasta; 
with=UniProt : Q5 2 9 0 6 

(EMBL:RM59229) ; Rhizobium meliloti 
(Sinorhizobium meliloti).; phoC; 
PhoC; length=270; id 80.695; 259 
aa overlap; query 2-260; subject 
1-256 similarity : fasta; 
with=UniProt:Q8UIW7 (EMBL : A9 73 8 0 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; phnC; ABC 
transporter, nucleotide 
binding/ATPase protein.; 
length=290; id 83.846; 260 aa 
overlap; query 1-260; subject 
5-264" 

/codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 
component of phosphate uptake ABC 
transporter" 

/protein-id="CAK05659 .1" 
/db-xref="GI : 115254585" 
/db-xref="GOA:QlMMZ3" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMZ3 " 
/ trans lation="MMFELKNVTRRFGKKLAVDS 
VTLAIAQGQMVGIIGRSGAGKSTL 
LRMINRLQEPSSGSVHFAGVEVSGLRGQALRNWQ 
RDCAMIFQQFNLVPRLDVLTNVML 
GRLNHRSTLMSLLNIFTREERVHAIAALERLGIE 
QTALQAAGTLSGGQQQRVAIARAL 
MQNPKMVLADEPIASLDPLNAKIVMDALRDINER 
EGITVITNLHTLDTARNYCERIVG 
MAGGRWFDGKPSELTAEAVKE I YGTDKDGAG I D 
ETMTSTSLESKRRAEDVSSGRVAK AAAVH" 
misc-feature complement ( 206819 .. 2074 /gene="phoC" 
03) 

/locus-tag="RL0170" 
/inf erence= "protein 
motif :Pfam:PF00005 . 11" 
/note="Pfam match to entry 
PF00005.il ABC-tran" 
gene complement ( 207600 .. 2082 /locus-tag="RL0171" 

17) 

CDS complement (207600 . .2082 /locus-tag="RL0171" 

17) 

/inf erence="similar to 
sequence: INSDC :AF0 47479 " 
/inf erence="similar to 
sequence: INSDC :B97380" 
/note="similarity : fasta; 
with=UniProt : CAT4-ECOLI 
(EMBL:AF047479) ; Escherichia 
coli.; catB2; Chloramphenicol 
acetyltransf erase (EC 2.3.1.28).; 
length=210; id 39.053; 169 aa 
overlap; query 23-188; subject 
26-190 similarity: fasta; 
with=UniProt:Q8UIW6 (EMBL : B9 73 8 0 ) ; 



complement (207789 
42) 



complement (207843. 
96) 



complement (208008 . 
61) 



complement (208110 . 
63) 



complement (208214. 
21) 

complement (208214. 
21) 



Agrobacterium tumefaciens (strain 
C58/ATCC 33970) . ; 

Acetyltransferase (AGR-C-291p) . ; 
length=205; id 76.585; 205 aa 
overlap; query 1-205; subject 
1-205" 

/codon-start=l 
/transl-table=ll 
/product=" putative 
acetyltransferase" 
/protein-id="CAK05660 . 1" 
/db-xref="GI: 115254586" 
/ db-xref ="GOA: Q1MMZ2 " 
/db-xref="UniProtKB/TrEMBL:QlMMZ2" 
/ translation="MSRKLGIEPYFHETASVSDS 
TFGRYTEVSERCRI SEASFGDYS Y 
IMQDGSVWCATIGKFVNIAAAVRINATNHPTWRA 
TLHHFTYRAADYWPDGDMETDFFA 
WRRANRVT I GN DVW I GHGAT I LPGVS VGNGAV I G 
AGAWSKDVAP YT I VGGVPAKL I R 
ERFPREVGERMDRLSWWDWEHDRLRQALEDFRNL 
DAEDFLSRYGG" 
.2078 /locus-tag="RL0171" 

/ infer ence= "protein 
motif :Pfam:PF0 0132 .9" 
/note="Pfam match to entry 
PF00132.9 Hexapepl" 
.2078 /locus-tag="RL0171" 

/ infer ence= "protein 
motif :Pfam:PF00132 .9" 
/note="Pfam match to entry 
PF00132.9 Hexapep" 
.2080 /locus-tag="RL0171" 

/ inf erence="protein 
motif :Pfam:PF0 0132 .9" 
/note="Pfam match to entry 
PF00132.9 Hexapep" 
.2081 /locus-tag="RL0171" 

/ inf erence="protein 
motif :Pf am:PF0 0132 .9" 
/note="Pfam match to entry 
PF00132.9 Hexapep" 
.2089 /locus-tag="RL0172" 

.2089 /locus-tag="RL0172" 

/inf erence="similar to 
sequence :INSDC:HSH9 6 023" 
/ note=" similarity : fast a; 
with=UniProt :AAR91740; length=23 4; 
id 56.828; 227 aa overlap; query 
1-227; subject 1-227 
similarity : fast a; 
with=UniProt :Q92TQ1 
(EMBL:HSH96023) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Putative phosphonate 
uptake ABC transporter ATP-binding 



protein.; length=235; id 77.872; 
235 aa overlap; query 1-235; 
subject 1-235" 
/codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 
component of phosphate uptake ABC 
transporter" 

/protein-id="CAK05661 . 1" 
/db-xref="GI : 115254587" 
/db-xref="GOA:QlMMZl" 
/db-xref="UniProtKB/TrEMBL:QlMMZl" 
/ translation="MATPLWSEVSKSFTMHLRD 
GIKLPWSDVAFSVASGECWLGG 
PSGIGKSSLLKMIYGNYAVDTGQILIRHDGRIVD 
LAS I DPRTVLNVRRNT LG YVS QF L 
RTVPRVAAI DVVAEP L VARGE DAVT AREKAGAL L 
ARLNLPETLWQLPPATFSGGEQQR 
VN I ARGF I TEH T I L L L DEP T AS L DARNRAVWGM 
IAEKKKAGVALLGIFHDEEVREAV 
ADRILDVQQFSPRKIAA" 
misc-feature complement ( 208238 .. 2088 /locus-tag="RL0172" 
13) 

/ inf erence="protein 
motif :Pfam:PF00005. 11" 
/note="Pfam match to entry 
PF000 05.il ABC-tran" 
gene complement ( 208948 .. 2097 /gene="phnK" 

24) 

/locus-tag="RL0173" 
CDS complement (208948. .2097 /gene="phnK" 

24) 

/locus-tag="RL0173" 
/inf erence="similar to 
sequence : INSDC : ECPHN " 
/inf erence="similar to 
sequence: INSDC : RME59 19 85 " 
/note="similarity : f asta; 
with=UniProt : PHNK-ECOLI 
( EMBL: ECPHN ) ; Escherichia coli.; 
phnK; Phosphonates transport 
ATP-binding protein phnK.; 
length=252; id 68.235; 255 aa 
overlap; query 3-257; subject 
2-251 similarity: fasta; 
with=UniProt :Q529 8 8 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; phnK; PhnK protein 
(Putative phosphonate uptake ABC 
transporter ATP-binding protein).; 
length=Putative phosphonate ( 258; 
id 89.535; 258 aa overlap; query 
1-258; subject 1-258" 
/codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 
component of phosphate uptake ABC 
transporter" 

/protein-id="CAK05662 .1" 
/db-xref="GI : 115254588" 
/db-xref="GOA:QlMMZ0" 



misc-f eature complement ( 2 09 0 41 . 
31) 



gene complement ( 209721 . 

96) 

CDS complement (209721 . 

96) 



misc-feature complement ( 209754 . 
90) 



gene complement ( 210593 . . 

99) 



/ db-xref ="UniProtKB/TrEMBL : Q1MMZ 0 " 
/ translation="MSDTPLLKVHDVSKFYGNRI 
GCRDVSFELWPGEVLAIVGESGSG 
KTTLLNCLSTRLLPSTGSVEYHMRDGSYRDLYRM 
NEAERRFLMRTDWGFVHQNPADGL 
RMTVSAGANVGERLMATGDRHYGKIRASAIDWLE 
RVE I DADRI DDQPRAF SGGMRQRL 
QIARNLVTGPRLVFMDEPTGGLDVSVQARLLDLV 
RGLVNDLGLSAI IVTHDLAVARLL 
SHRMMVMKDGYVIEHGLTDRVLDDPREPYTQLLV 
SSILQV" 
2096 /gene="phnK" 

/locus-tag="RL0173" 
/ infer ence= "protein 
motif :Pfam:PF00005. 11" 
/note="Pfam match to entry 
PF00005.il ABC-tran" 
2105 /gene="phnJ" 

/locus-tag="RL0174" 
2105 /gene="phnJ" 

/locus-tag="RL0174" 
/inf erence="similar to 
sequence: INSDC : RME59 19 85 " 
/note="similarity : fasta; 
with=UniProt : PHNJ-RHIME 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; phnJ; PhnJ protein.; 
length=297; id 90.722; 291 aa 
overlap; query 1-291; subject 
1-291" 

/codon-start=l 
/transl-table=ll 
/product="putative phosphonate 
metabolism protein" 
/protein-id="CAK05663 .1" 
/db-xref ="GI : 115254589" 
/db-xref ="GOA: Q1MMY9 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMY9 " 
/ translation="MTDLASYNFAYLDEQTKRMI 
RRAILKAIAIPGYQVPFASREMPM 
PYGWGTGGVQVTASI IGPDDVLKVIDQGADDTTN 
AVS IRAFFQKVANVAVTTHTKDAT 
IIQTRHRIPEEKLGVGQVLVYQVPIPEPLRFLEP 
RETETRKMHALEEYGLMHVKLYED 
IAHNGRISRTYAYPVKVHGRYVMDPSPTPKFDNP 
KMHMS DAL Q L F G AGRE KR I Y AVP P 
YTDWSLDFEDYPFDIQRFDKPCALCGAEDVYLD 
EWLDDKGGRMFVCSDTDHCEDRR 
AHGHAGEMLAREAAE " 
2105 /gene="phnJ" 

/locus-tag="RL0174" 
/ inf erence="protein 
motif :Pf am:PF06007 . 1" 
/note="Pfam match to entry 
PF06007.1 PhnJ" 
2116 /gene="phnl" 



/locus-tag="RL0175" 
CDS complement (210593 . .2116 /gene="phnl" 

99) 

/locus-tag="RL0175" 
/inf erence="similar to 
sequence: INSDC : AEO 0 7959 " 
/inf erence="similar to 
sequence : INSDC : RME59 19 85" 
/note=" similarity : fast a; 
with=UniProt : PHNI-RHIME 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; phnl; PhnI protein.; 
length=368; id 81.351; 370 aa 
overlap; query 1-368; subject 
1-368 similarity : fasta; 
with=UniProt :Q8UIW2 
(EMBL:AE007959) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; phnl; Hypothetical 
protein phnl (AGR-C-299p) . ; 
length=369; id 82.656; 369 aa 
overlap; query 1-368; subject 
1-369" 

/codon-start=l 

/transl-table=ll 

/product="putative phosphonate 

metabolism protein" 

/protein-id="CAK05664 . 1" 

/db-xref="GI: 11525459 0" 

/ db-xref ="GOA: Q1MMY8 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMY8 " 

/ translation="MYVAVKGGETAIANAHRLLA 

DRRRGDRS LPAI G I DQIVAQLALA 

VDRVMAEASLFDRTLAALAIRQSRGDMIEAIFLL 

RAYRTTLPRFGYSRPLDTADMTIE 

RRISATYKDLPGGQLLGPTFDYTHRLLDPSLLSD 

E AVE T P AQRAAE T G R VMR V S E I LG 

EEGLIEADGDMPEDHEIGDLTREPMEFPMTRDLR 

LQALARGDEGFLLALGYSTQRGYG 

RNHPFTGE I RI GDVEVEFDVPELGFAVS LGT I Q I 

TECQMVNQFKGSAKAPPQFTRGYG 

LVFGQSERKAMAMSLVDRALRAEELGEDITAPAQ 

DEEFVISHSDNVQATGFVEHLKLP 

HYVDFQAELDLVRRMRREFEAARNGGEDMKEAAE 

misc-feature complement ( 210632 .. 2116 /gene="phnl" 
99) 

/locus-tag="RL0175" 
/ inf erence="protein 
motif :Pfam:PF05861 . 1" 
/note="Pfam match to entry 
PF05861.1 Phnl" 
gene complement ( 211704 .. 2123 /gene="phnH" 

12) 

/locus-tag="RL0176" 
CDS complement (211704. .2123 /gene="phnH" 

12) 

/locus-tag="RL0176" 
/inf erence="similar to 
sequence: INSDC : AEO 0 7959 " 
/inf erence="similar to 



sequence: INSDC:RME591985" 
/note="similarity : fasta; 
with=UniProt : PHNH-RHIME 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti ) . ; phnH; PhnH protein.; 
length=200; id 58.883; 197 aa 
overlap; query 1-197; subject 

1- 197 similarity: fasta; 
with=UniProt : Q8UIW1 
(EMBL:AE007959) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; phnH; Hypothetical 
protein phnH (AGR-C-302p) . ; 
length=203; id 64.677; 201 aa 
overlap; query 1-201; subject 

2- 202" 

/codon-start=l 

/transl-table=ll 

/product="putative phosphonate 

utilisation protein" 

/protein-id="CAK05665. 1" 

/db-xref="GI: 115254591" 

/ db-xref ="GOA: Q1MMY7 " 

/db-xref ="UniProtKB/TrEMBL : Q1MMY7 " 

/ translation="MGLKTEALTGGFVEPVFHAQ 

SVFKMLMDGMARPGTIQTVQPDVA 

PPAPLGIAAGTIALTLCDHDTPVWLSQGLARSAV 

PEWLGFHTGAPLTTEKAEARFAFT 

EAGTALSSFGLFASGTQEYPDRSTTLI IELAELE 

GGRRL ALMGPG I Q S VAE I AP I G L P 

ETFLRLWTENRALFPRGVDIVLTAGKRFLCLPRT 

TKITATEI " 

misc-f eature complement ( 211716 .. 2122 /gene="phnH" 

97) 

/locus-tag="RL0176" 
/ infer ence= "protein 
motif :Pfam:PF05845. 1" 
/note="Pfam match to entry 
PF05845.1 PhnH" 
gene complement ( 212312 .. 2127 /gene="phnG" 

88) 

/locus-tag="RL0177" 
CDS complement (212312 . .2127 /gene="phnG" 

88) 

/locus-tag="RL0177" 
/inf erence="similar to 
sequence: INSDC:C9 6 023" 
/inf erence="similar to 
sequence: INSDC:HS3 8 02 49" 
/note="similarity: fasta; 
with=UniProt : PHNG-RHIME 
(EMBL:C96023) ; Rhizobium meliloti 
(Sinorhizobium meliloti).; phnG; 
PhnG protein.; length=156; id 
60.127; 158 aa overlap; query 
1-158; subject 1-156 
similarity: fasta; 
with=UniProt : Q8UIW0 
(EMBL:HS380249) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; phnG; Hypothetical 



protein phnG ( AGR-C-3 03p ) . ; 
length=153; id 61.589; 151 aa 
overlap; query 8-158; subject 
3-153" 

/ codon-start=l 
/transl-table=ll 
/product="putative phosphonate 
utilisation protein" 
/protein-id="CAK05666 .1" 
/db-xref="GI : 115254592" 
/ db-xref ="GOA: Q1MMY6 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMY6 " 
/ translation="MISADRTDAASQTASGRKRA 
ADLLARAERSELLAAFDALPEKPV 
AHQVRGPETGLVMVRGRIGGGGAPFNLGEVTVTR 
AT VRL D S G S VGH AQ AL G T DRE KAR 
LAAIF DAL WQE E AT KDF VE QALLLPVTERIADAE 
RRKADETAATRVDFFTMVRGDN" 
misc-f eature complement ( 212315 .. 2127 /gene="phnG" 
55) 

/locus-tag="RL0177" 
/ infer ence= "protein 
motif :Pfam:PF06754.1" 
/note="Pfam match to entry 
PF06754.1 PhnG" 

gene 212906 .. 213643 /locus-tag="RL0178" 

CDS 212906. .213643 /locus-tag="RL0178" 

/inf erence="similar to 
sequence: INSDC:AE0 0 7959" 
/note="similarity : f asta; 
with=UniProt : Q8UIV9 
(EMBL:AE007959) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Transcriptional 
regulator, GntR family 
(AGR-C-306p) . ; length=245; id 
64.490; 245 aa overlap; query 
1-245; subject 1-245" 
/codon-start=l 
/transl-table=ll 
/product="putative GntR family 
transcriptional regulator" 
/protein-id="CAK05667. 1" 
/db-xref="GI : 115254593" 
/ db-xref ="GOA: Q1MMY5 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMY5 " 
/ translation="MSGLKQVQRQTGVALWRQIA 
DRIREAISNGAYDETGMVPPETML 
ALQFGVNRHTVRSALAALAQEGIVRAVQGRGTLI 
ERKERLNFP I TRRTRFTAG IGDQA 
REMRGLLLEEAKEEASAE I ARWLGLKPGEEVI RL 
ETLRQADKRPVSRATSWFPAKRFA 
GIGEAYRTEESITKAFAELGLPDYVRATTEVTAA 
HASAADMADLELTPGAI LL I AKAM 
NTDLEGVPVQYS I SRFAADRVQFT I EN " 

misc-feature 212948 .. 213139 /locus-tag="RL0178" 

/ inf erence="protein 
motif :Pf am:PF0 0392 .9" 
/note="Pfam match to entry 
PF00392.9 GntR" 

gene complement ( 213683 .. 2143 /gene="gpmA" 

18) 



/locus-tag="RL0179" 
CDS complement (213683. .2143 /gene="gpmA" 

18) 

/locus-tag="RL0179" 
/EC-number=" 5 . 4 . 2 . 1 " 
/inf erence="similar to 
sequence: INSDC :AY0 74773 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : fasta; 
with=UniProt : GPMA-BARHE 
(EMBL:AY074773) ; Bartonella 
henselae (Rochalimaea henselae).; 
gpmA; 

2, 3 -bisphosphogly cerate-dependent 
phosphoglycerate mutase (EC 
5.4.2.1) (Phosphoglyceromutase) 
(PGAM) (BPG-dependent PGAM) 
(dPGM) . ; length=206; id 62.745; 
204 aa overlap; query 1-204; 
subject 1-204 similarity : fasta; 
with=UniProt : GPMA-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; gpmA; 

2 , 3-bisphosphoglycerate-dependent 
phosphoglycerate mutase (EC 
5.4.2.1) (Phosphoglyceromutase) 
(PGAM) (BPG-dependent PGAM) 
(dPGM) . ; length=211; id 8 8.152; 
211 aa overlap; query 1-211; 
subject 1-211; putative 
2 , 3-bisphosphoglycerate-dependent 
phosphoglycerate mutase 
(Phosphoglyceromutase) (PGAM) 
(BPG-dependent PGAM) (dPGM) " 
/codon-start=l 
/transl-table=ll 

/product="2 , 3-bisphosphoglycerate- 
dependent phosphoglycerate mutase 
(phosphoglyceromutase) (pgam) 
(bpg-dependent pgam) (dpgm) " 
/protein-id="CAK05668 . 1" 
/db-xref="GI : 115254594" 
/ db-xref ="GOA: Q1MMY4 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMY4 " 
/ translation="MSGTLVLVRHGQSDWNLKNL 
FTGWKDPDLTELGIQEANTGGAAL 
AEYGIKFDVAYTSVLVRAQHTLKLILDKVGQPDL 
LTIRDQALNERDYGDLSGLNKDDA 
RAKWGE E Q VH IWRRSYDVPPPGGESLRDT G AR VW 
PYYLTEILPRVLRGEKVLVAAHGN 
SLRSLVMVLDKLSREGVLALNLATGVPMVYKLKA 
D S T VAS KEVLGDMS GAH " 
misc-feature complement ( 213713 .. 2143 /gene="gpmA" 
12) 

/locus-tag="RL0179" 
/inf erence=" protein 
motif :Pfam:PF00300 .9" 
/note="Pfam match to entry 
PF00300.9 PGAM" 
gene complement ( 214340 .. 2151 /gene="dapB" 



64) 

/locus-tag="RL0180" 
CDS complement (214340. .2151 /gene="dapB" 

64) 

/locus-tag="RL0180" 
/EC-number= "1.3.1.26" 
/inf erence="similar to 
sequence : INSDC : ECAPAH02 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : fasta; 
with=UniProt : DAPB-ECOLI 
( EMBL : ECAPAHO 2 ) ; Escherichia 
coli.; dapB; Dihydrodipicolinate 
reductase (EC 1.3.1.26) ( DHPR) . ; 
length=273; id 46.350; 274 aa 
overlap; query 1-273; subject 
1-272 similarity : fasta; 
with=UniProt : DAB1-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; dapB; 

Dihydrodipicolinate reductase (EC 
1.3.1.26) (DHPR).; length=272; id 
80.074; 271 aa overlap; query 
1-271; subject 1-271" 
/codon-start=l 
/transl-table=ll 
/product="putative 
dihydrodipicolinate reductase" 
/protein-id="CAK05669 .1" 
/db-xref="GI : 115254595" 
/ db-xref ="GOA: Q1MMY3 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMY3 " 
/ translation="MSDAAMKLWVGAAGRMGQT 
LIRLIHSIEGVRLHAAVERAGSPF 
VGKDAGEIAGLGPTGVI IGDDPLNAFLDAEGVLD 
FTSPAATVEFSG LAAQAR I VH WG 
TTGCSADDNTKIAAAARHARIVKSGNMSLGVNLL 
SVLAEQAARALDPDDWDIEILEMH 
HKHKVDAPSGTALLIGEAAAKGRGIDLASQSVRV 
RDGHTGAREAGTIGFATLRGGSVI 
GEHSVLFAGEGEIVTLSHSAADRSIFARGAIKAA 
LWARDKKPGLYSMLDVLGLSSS " 
misc-feature complement ( 214355 .. 2147 /gene="dapB" 
71) 

/locus-tag="RL0180" 
/ inf erence="protein 
motif :Pfam:PF05173 .2" 
/note="Pfam match to entry 
PF05173.2 DapB-C" 
misc-feature complement ( 214778 .. 2151 /gene="dapB" 
49) 

/locus-tag="RL0180" 
/inf erence=" protein 
motif :Pfam:PF01113 .9" 
/note="Pfam match to entry 
PF01113.9 DapB-N" 
gene complement ( 215180 .. 2169 /locus-tag="RL0181" 

67) 

CDS complement (215180 . .2169 /locus-tag="RL0181" 

67) 



/inf erence="similar to 
sequence: INSDC:C8 5617" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt :MSBA-ECOLI 
(EMBL:C85617) ; Escherichia coli.; 
msbA; Lipid A export 
ATP-binding/permease protein 
msbA.; length=582; id 36.380; 558 
aa overlap; query 34-587; subject 
26-579 similarity : fasta; 
with=UniProt :Q92T26 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PUTATIVE ATP-BINDING 
ABC TRANSPORTER PROTEIN.; 
length=601; id 75.966; 595 aa 
overlap; query 1-594; subject 
1-594" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
component of ABC transporter" 
/protein-id="CAK05670 .1" 
/db-xref ="GI : 115254596" 
/ db-xref ="GOA: Q1MMY2 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMY2 " 
/ translation="MEAAESRTQSVSSDTVTGIL 
KRI IAENGRDH LWGYVFAIAC L I V 
VAL S T AF TAW I MRAI I DE AF ANRRAD WW 1 1 C L S 
IFIAFVLRGFASYGQAVALSRVGN 
DIVARYQRRLYAHLMTLSVGFFSEARSAHIAAQV 
SQNVSGIRDVLNLTITSTVRDLLT 
FVSLLAVMIIQDPLLSLAVFIMAPPLLYALRYVS 
KRLRS ATREAVHLN S HVLGAMQE T 
IQGIAIVKAFTMEEELERKVNKLIKGAESRANRI 
ARLSERTSPLTESFAGFAVASVLA 
YAAYRS I YFNVPPGAFF S FVTAL L LAYDPARRLA 
RLQVQMERAWNARMI YE L L DMEP 
RQRDLPDARPL TVTQARI EFRNVSFAYGKE S VL S 
GVSFIAEGGGTTALVGPSGAGKST 
VISLIPRFYDPREGEILIDGQDIAHITKKSLRQQ 
LAYVSQQPYLFEGTIRDNIRYGRP 
EAT D AE VE E AARL A Y AH DFISAQPQGYETPVGEN 
GVT LSGGQRQRLSI ARAL VRN AP I 
LLLDEATSALDTESEAAVQKALDEAMSGRTWVI 
AHRLSTWRADKIWMQQGRWEE 
GNHETLAKVSDGLYARLNNLQRPSASDSN" 
misc-feature complement ( 215285 .. 2158 /locus-tag="RL0181" 
39) 

/ inf erence="protein 
motif :Pfam:PF00005 .11" 
/note="Pfam match to entry 
PF00005.il ABC-tran" 
misc-feature complement ( 216050 .. 2168 /locus-tag="RL0181" 
65) 

/inf erence=" protein 
motif :Pfam:PF00664 . 9" 
/note="Pfam match to entry 
PF00664.9 ABC-membrane" 
misc-feature complement ( join (216062 . /locus-tag="RL0181" 



.216121,216398. .216466, 
216566. .216634, 
216695. .216763, 
216806. .216874) ) 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="5 probable transmembrane 

helices predicted at aa 32-54, 

69-91, 112-134, 168-190 and 

283-302" 

gene complement ( 217115 .. 2181 /gene="glk" 

40) 

/locus-tag="RL0182" 
CDS complement (217115. .2181 /gene="glk" 

40) 

/locus-tag="RL0182" 
/EC-number = " 2.7.1.2" 
/inf erence="similar to 
sequence: INSDC:AE0 05470" 
/inf erence="similar to 
sequence: INSDC : C9 73 8 1 " 
/note="similarity : f asta; 
with=UniProt : GLK-ECOLI 
(EMBL:AE005470) ; Escherichia coli 
0157 :H7.; glk; Glucokinase (EC 
2.7.1.2) (Glucose kinase) . ; 
length=EC 2.7.1.2; id 37.097; 310 
aa overlap; query 16-325; subject 
6-314 similarity : f asta; 
with=UniProt : GLK-AGRT5 
(EMBL:C97381) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; glk; Glucokinase (EC 
2.7.1.2) (Glucose kinase) . ; 
length=EC 2.7.1.2; id 72.189; 338 
aa overlap; query 4-340; subject 
6-343" 

/ codon-start=l 
/transl-table=ll 
/product= "putative glucokinase" 
/protein-id="CAK05671 .1" 
/db-xref="GI : 115254597" 
/ db-xref ="GOA: Q1MMY1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMY1 " 
/ translation="MSKPNNSTAPLPFPILIGDI 
GGTNARFSILTDAYAEPKQFPNVR 
TADFATIDEAIQQGVLDKTAVQPRSAILAVAGPI 
NDDEIPLTNCDWWRPKTMIEGLG 
MEDVLWNDFEAQALAIAALSDENRERIGDATRD 
MIASRWLGPGTGLGVGGLVHAQH 
SWIPVPGEGGHVDLGPRSKRDYDIFPHIETIEGR 
VSAEQILCGRGLVNLYHAICWDG 
I EP TMKDP AD ITS HAL AG S DKAAVE TVSLFATYL 
GRVAG D L AMVF MARG G V Y L S G G I S 
QKIIPALKKPEFRIAFEDKAPHTALLRTIPTYW 
THPLAALAGLSSYARMPANFGVST EGRRWRR" 
misc-feature complement ( 217160 .. 2181 /gene="glk" 
10) 

/locus-tag="RL0182" 
/ inf erence="protein 
motif :Pfam:PF026 85. 4" 
/note="Pfam match to entry 



PF02685.4 Glucokinase" 
gene complement ( 218158 .. 2185 /locus-tag="RL0183" 

38) 

CDS complement (218158 . .2185 /locus-tag="RL0183" 

38) 

/EC-number= "4.2.3.3" 
/inf erence="similar to 
sequence : INS DC : AEO 052 86 " 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt :MGSA-ECOLI 
(EMBL:AE005286) ; Shigella 
flexneri.; mgsA; Methylglyoxal 
synthase (EC 4.2.3.3) (MGS ) . ; 
length=152; id 50.442; 113 aa 
overlap; query 5-117; subject 
12-123 similarity : fasta; 
with=UniProt :MGSA-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; mgsA; Methylglyoxal 
synthase (EC 4.2.3.3) (MGS).; 
length=126; id 83.471; 121 aa 
overlap; query 1-121; subject 
1-121; putative methylglyoxal 
synthase" 
/ codon-start=l 
/transl-table=ll 

/product= "methylglyoxal synthase 
(mgs) " 

/protein-id="CAK05672 . 1 " 
/db-xref="GI : 115254598" 
/db-xref ="GOA: Q1MMY0 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMY0 " 
/ translation="MAGGKCLALIAHDQKKDDMA 
AFARANRDILSRWKIVATGTTGGR 
VLDAAPDLDWRLKSGPLGGDQQIGALISTGEVD 
ALIFFVDPLTPMPHDVDVKALMRL 
AIVYDIPMALNHATAIKLLPTLEA" 
misc-feature complement ( 218203 .. 2184 /locus-tag="RL0183" 
87) 

/ inf erence="protein 
motif :Pfam:PF02142 .8" 
/note="Pfam match to entry 
PF02142.8 MGS" 

gene complement ( 218624 .. 2197 /locus-tag="RL0184" 

00) 

CDS complement (218624. .2197 /locus-tag="RL0184" 

00) 

/inf erence="similar to 
sequence :INSDC: AEO 152 56" 
/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/note="Similar, but extended at 
the N and C-termini, to Shigella 
flexneri. mepA MEPA-ECOLI 
(EMBL:AE015256) 

(Penicillin-insensitive murein 
endopeptidase precursor (EC 
3.4.99.-) 

(D-alanyl-D-alanine-endopeptidase) 



(DD-endopeptidase) . ) , and to 
entire protein of Rhizobium 
meliloti ( Sinorhizobium meliloti) . 
PUTATIVE MUREIN ENDOPEPTIDASE 
TRANSMEMBRANE PROTEIN (EC 3.4.99.- 
). Q92T29 (EMBL:SME591782) (355) 
similarity : fast a; 
with=UniProt :MEPA-ECOLI 
(EMBL:AE015256) ; Shigella 
flexneri.; mepA; 
Penicillin-insensitive murein 
endopeptidase precursor (EC 
3.4.99.-) 

(D-alanyl-D-alanine-endopeptidase) 
(DD-endopeptidase) . ; length=274; 
id 38.372; 258 aa overlap; query 
52-307; subject 29-270 
similarity : f asta; 
with=UniProt:Q92T29 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PUTATIVE MUREIN 
ENDOPEPTIDASE TRANSMEMBRANE 
PROTEIN (EC 3.4.99.-) . ; 
length=355; id 61.708; 363 aa 
overlap; query 1-358; subject 
1-355" 

/ codon-start=l 
/transl-table=ll 
/product="putative murein 
endopeptidase 

(d-alanyl-d-alanine-endopeptidase) 

/protein-id="CAK05673 .1" 
/db-xref="GI : 115254599" 
/db-xref="GOA:QlMMX9" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMX9 " 
/ translation="MAFGFAQAFRTLGTLALAGA 
I GAG L AVG DVGAEQKTPSPGS AK A 
LFGGAGLPTQGPAQPIGFYAKGCMAGAVALPTDG 
P TWQAMRL SRNRRWGNPAMIALLE 
RFSQDAVRYAGWPGILVGDIAQPRGGPMLNGHSS 
HQ I GLDAD I WF S PMP ARRMT AQER 
EDLPFTSMLQKDKFLTVNPKVWTESRARLLMLAA 
SYPEVERIFVNPAIKKKMCDTWGG 
DRTNLGKLRPI YGHDSHFHIRIKCPPGAAGCTPQ 
AP VP AGDGC DK S L AYWF TP AP WAP 
PKPPKPGAKPPKPPREMMVTDLPNACAAVLDAAS 
VASMQAATYGGPSAASALAATPAA 
ASADDTDGALPDVGPVPNDKPAIQ" 
misc-feature complement ( 218768 .. 2195 /locus-tag="RL0184" 
29) 

/inf erence=" protein 
motif :Pfam:PF03411 .3" 
/note="Pfam match to entry 
PF03411.3 Peptidase-U6" 
sig-peptide complement ( 219613 .. 2197 /locus-tag="RL0184" 

00) 

/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0184 by SignalP 2.0 HMM 



(Signal peptide probabilty 0.937) 
with cleavage site probability 
0.632 between residues 28 and 29" 
gene 219976 .. 221808 /locus-tag="RL0185" 

CDS 219976. .221808 /locus-tag="RL0185" 

/inf erence="similar to 
sequence: INSDC : RSAE1 0 4 " 
/note="Similar, but truncated at 
the C-terminus, to Rhizobium sp. 
(strain NGR234) . Hypothetical 
protein Y4WM precursor. Y4WM-RHISN 
( EMBL : RSAE 10 4) (663) 
similarity: fasta; 
with=UniProt :Y4WM-RHISN 
( EMBL : RSAE 104) ; Rhizobium sp. 
(strain NGR234).; Hypothetical 
protein Y4WM precursor.; 
length=663; id 67.833; 600 aa 
overlap; query 11-609; subject 
16-614" 

/codon-start=l 
/transl-table=ll 

/product=" putative solute-binding 

component of ABC transporter" 

/protein-id="CAK056 7 4. 1" 

/db-xref="GI : 115254600" 

/ db-xref ="GOA: Q1MMX8 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMX8 " 

/ trans lation="MAALWSKIGLFLSLAGALAP 

MTATAQDQPFLIGSSVISEMKYKP 

GFAHFDYVNPDAPKGGDLRLSASGAFDTFNPLLA 

KGQAAVGLTLVYDTLMKPADDELL 

VSYGLLAEGLSFPTDVSSATFRLRKEAKWSDGQP 

VTPEDVIFSLDKTKELNPLTANYY 

RHVAKAEKTGDRDVTFTFDEKNNRELPNILGQLV 

WPKHWWEGQGPDGKPRDI SKTTL 

EPVMGSGPYKIASFSPGATIRYELRDDYWGKDLN 

VNVGQNNFRNVIYTYFGDRDVEFE 

aff ;egrvkk 

EEVANPLRATGIMQALVPNMRRDL 

FKDIRVREALNYGLDFEELNRTVAFNSYKRIDSY 

FWNTELASSGLPQGRELEILQGMK 

DKVPAEIFTTPYTNPVAGDPQKSRDNLRKAIALL 

KEAGWE I KGNRMVN SKTGQPMSFE 

ILLSSPMLERWAVPYASNLRKIGIDARVRTVDAS 

Q AVNRE RSFDYDMI WN VW AE T MN P 

GNEQADYWGSGSVNQQGSRNYAGIANPAVDELIR 

MVIFAPNRDEQIAAIKAMDRVLLA 

NHYVIPLFYRDTYNIAYWNTVTHPAEFPAYSLGF 

PDAWWSTSAK" 

sig-peptide 219976 .. 220048 /locus-tag="RL0185" 

/ inf erence="protein 
motif : SignalP-HMM: 2.0" 
/note="Signal peptide predicted 
for RL0185 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.999 between residues 25 and 26" 

misc-feature 220003 .. 221790 /locus-tag="RL0185" 

/ inf erence="protein 
motif :Pfam:PF00496 .8" 
/note="Pfam match to entry 



221959. 
221959. 



22304 
22304 



misc-feature order (221983 . .222051, 
222343. .222411, 
222460. .222528, 
222619. .222687, 
222793. .222861, 
222931. .222999) 



isc-feature 222343 .. 223029 



223047. 
223047. 



224195 
224195 



PF00496.8 SBP-bac-5" 
/locus-tag="RL0186" 
/locus-tag="RL0186" 
/inf erence="similar to 
sequence: INSDC : AEO 0 7959 " 
/note=" similarity : fast a; 
with=UniProt : Q8UIV3 
(EMBL:AE007959) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; ABC transporter, membrane 
spanning protein ( AGR-C-3 1 8p ) . ; 
length=364; id 87.637; 364 aa 
overlap; query 1-362; subject 
1-364" 

/ codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 

component of ABC transporter" 

/protein-id="CAK05675 .1" 

/db-xref="GI : 115254601" 

/db-xref="GOA:QlMMX7" 

/db-xref="UniProtKB/TrEMBL:QlMMX7" 

/ translation="MGAYILRRLLLMIPTIVGIM 

AISFWIQFAPGGPVEQVIAQLTG 

QADSADQRLSGGGDLLGGGGSDEGSKYRGAQGLD 

PEL IAKLEKQFGFDKPPLTRFGEM 

MWNYIRFDFGESFFRNTSVLELIKEKLPVSISLG 

IWILIFSYAISIPLGIRKAVKDGS 

TFDVWTSGVIWGYAVPSFLFGILLIVLFAGGSF 

YDWFPLRGLVSDNFDQLAWWQKPL 

DYFWHLTLPLISLSLSAFATTTLLTKNSFIEEIK 

KQYWTARAKGLNERQVLYGHIFR 

NAMLIIIAGFPGAFISAFFTGSLLIENIFSLDGL 

GRLGYL S VINRDYP I VFAT L Y I F S 

LLGLWSLVSDLIYTWIDPRIDFERRDV" 

/locus-tag="RL0186" 



/ inf erence="protein 
motif :TMHMM: 2.0" 
/note="6 probable transmembrane 
helices predicted at aa 9-31, 
129-151, 168-190, 221-243,279-301 
and 325-347" 
/locus-tag="RL0186" 
/inf erence=" protein 
motif :Pfam:PF00528 . 10" 
/note="Pfam match to entry 
PF00528.10 BPD-transp-1" 
/locus-tag="RL0187" 
/locus-tag="RL0187" 
/inf erence="similar to 
sequence: INSDC :HS3 8 12 48" 
/note="similarity : fasta; 
with=UniProt : Q8UIV2 
(EMBL:HS381248) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; ABC transporter, membrane 
spanning protein.; length=395; id 



misc-feature order (223158 . .223226, 
223590. .223658, 
223728. .223832, 
223923. .223991, 
224082. .224150) 



misc-feature 223584 .. 224189 



224192. 
224192. 



225829 
225829 



84.656; 378 aa overlap; query 
5-382; subject 18-395" 
/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 

component of ABC transporter" 

/protein-id="CAK056 76 .1" 

/db-xref="GI : 115254602" 

/db-xref="GOA:QlMMX6" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMX6 " 

/ translation="MDAAANPVITTPVKPPRKGL 

LSPTNIRRWHNFKANGRGYWSLWL 

FLVLFVLSLFAEFLANDRPI IASYKGEVLFPVLI 

DYPEEKFGGFLAETDYRSSVIADE 

INANGWMIWPPIRYSYRSVNSNIPHSAPTAPFWL 

MTNEERCAGYPQGVNDPDCTLGNL 

NWLGTDDQARDVLARVIYGFRISVLFGLVLTICS 

AVIGVTAGAVQGYFGGWTDLLLQR 

FIEIWSSMPVLYILLI IAALLPPGFFVLLGIMLL 

F S WVGF VG IVRAEFLRARNFEYVR 

AARALGVNNRT IMWRHLLPNAMVATLTFLPF I LS 

GSITTLTSLDFLGFGMPPGSPSLG 

EMIAQGKTNLQAPWLGLTAFFAMSIMLSLLIFIG 

EAVRDAFDPRKTFQ " 

/locus-tag="RL0187" 



/ infer ence= "protein 

motif :TMHMM:2.0" 

/note="5 probable transmembrane 

helices predicted at aa 38-60, 

182-204, 228-262, 293-315 and 

346-368" 

/locus-tag="RL0187" 
/ inf erence="protein 
motif :Pfam:PF00528 .10" 
/note="Pfam match to entry 
PF00528.10 BPD-transp-1" 
/locus-tag="RL0188" 
/locus-tag="RL0188" 
/inf erence="similar to 
sequence: INSDC:A9 73 82" 
/note="similarity : fasta; 
with=UniProt:Q8UIVl (EMBL : A97382 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; ABC transporter, 
nucleotide binding/ATPase protein 
(AGR-C-320p) . ; length=549; id 
83.364; 541 aa overlap; query 
5-545; subject 9-549" 
/codon-start=l 
/transl-table=ll 
/product="putative ATP-binding 
component of ABC transporter" 
/protein-id="CAK05677. 1" 
/db-xref="GI : 115254603" 
/db-xref="GOA:QlMMX5" 
/db-xref="UniProtKB/TrEMBL:QlMMX5" 
/ translation="MSDMTEPLLS VRDLS VAFHQ 
GGETSLAVDHI SFDIAKGEWALV 



misc-feature 224303 .. 224899 



misc-feature 225134 .. 225706 



gene 225838.-226797 
CDS 225838. .226797 



misc-feature 226141 .. 226683 



GESGSGKSVSANSILRLLPYPSASHPSGEILFKG 

KDLLKASERALREVRGNDITMIFQ 

EPMTSLNPLHTIEKQIAEILALHQGLTGQSARQR 

VLELLNQVGIREPEKRLKAYPHEL 

SGGQRQRVMI AMALANRPE L L I ADEP T T AL DVT V 

QAQI LELLRQLKAVHGMSMLF I TH 

DLG I VRKF ADRVC VMTKGK I VE T G T VE E VF AN P K 

HDYTRHLLASEPRGEPPLADPSKP 

LVMEGSDIRVWFPIKSGLMRRWDHVKAVDGIDL 

SLRAGQTLGWGESGSGKTTLGLA 

LTRLISSEGRIAFVGKDIAGYSFNEMRPLRNQLQ 

WFQDPYGSLSPRMSVGDIVAEGL 

KVHERSLTSEERDQRVCWALEEVGLDPLTRWRYP 

HEFSGGQRQRIAIARAMVLKPRFV 

ML DEP T S AL DMSVQAQWD LLRDLQKKHDLAYLF 

I SHDLKWKALANDVI VMRFGKW 

EQGPSADIFRAPKDDYTRALMAAAFNIEAVPTPA 

VQQ" 

/locus-tag="RL0188" 
/inf erence=" protein 
motif :Pfam:PF00005 . 11" 
/note="Pfam match to entry 
PF00005.il ABC-tran" 
/locus-tag="RL0188" 
/inf erence= "protein 
motif :Pfam:PF00005. 11" 
/note="Pfam match to entry 
PF00005.il ABC-tran" 
/locus-tag="RL0189" 
/locus-tag="RL0189" 
/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt :Q92T34 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE HYDROXYACID 
DEHYDROGENASE PROTEIN (EC 
1.1.1.-).; length=319; id 61.755; 
319 aa overlap; query 1-319; 
subject 1-319" 
/codon-start=l 
/transl-table=ll 

/product=" putative 2 -hydroxy acid 

dehydrogenase" 

/protein-id="CAK05678 .1" 

/db-xref="GI : 115254604" 

/db-xref="GOA:QlMMX4" 

/db-xref="UniProtKB/TrEMBL:QlMMX4" 

/translation=" MPATPPVLVD I KFNAEGVAR 

VLKTAFADRGS INLADPRNRARDL 

RAVE Y AL L WKP DAD L F AR AP N L K V IFSGGAGVDH 

I I GMDGLPE I P I VRFVDRS LTTRM 

SEWWMQCLMHLRGQYTHDSHQRQREWAKLIAPE 

AAE VT VG VMG L G I L GQ D AVAR L R V 

MGFNVIGWSRSRKQIDGVETFDASELDSFLARTD 

ILVGLLPLTPETSGFYDAGLFAKL 

RRNGALGQPVFINAGRGKSQVEADIVSAIRDGTL 

GGASL DVFEAE PLASDHPLWELRN 

VFITPHDAAVSEENALFCHVETQIARFERGEPLQ 

FWDRAAGY " 

/locus-tag="RL0189" 



226886. .227233 
226886. .227233 



misc-feature 226994 .. 227062 



227421. .228725 
227421. .228725 



/inf erence=" protein 
motif : Pf am: PF02 826 .5" 
/note="Pfam match to entry 
PF02826.5 2-Hacid-dh-C" 
/locus-tag="RL019 0" 
/locus-tag="RL019 0" 
/inf erence="similar to 
sequence : INSDC : SME59 1 7 8 7" 
/note=" similarity : fast a; 
with=UniProt :Q92KE7 
(EMBL:SME591787) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; HYPOTHETICAL 
TRANSMEMBRANE PROTEIN.; 
length=117; id 33.333; 105 aa 
overlap; query 2-105; subject 
1-99" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
protein" 

/protein-id="CAK05679 .1" 
/ db-xref ="GI: 1152546 05" 
/ db-xref ="GOA: Q1MMX3 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMX3 " 
/ translation="MMAHQTDTRWEKSNGKLHKE 
EQIPPVKARQGRMGYRILTVLIVA 
LVLAFWWIPVEIWGNREANEVAPQQPGQQLQSQ 
QPAPAP. -PTETPNTT 
PAAPNVAPATP AQ " 
/locus-tag="RL019 0" 
/inf erence= "protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 37-59" 
/locus-tag="RL0191" 
/locus-tag="RL0191" 
/EC-number = " 2.4.2.11" 
/inf erence="similar to 
sequence: INSDC :AE0 07962" 
/inf erence="similar to 
sequence: INSDC : ECD73 1 " 
/note="similarity : f asta; 
with=UniProt : PNCB-ECOLI 
(EMBL : ECD73 1 ) ; Escherichia coli.; 
pncB; Nicotinate 
phosphoribosyltransf erase (EC 
2.4.2.11) (NAPRTase).; length=399; 
id 35.135; 407 aa overlap; query 
19-420; subject 6-387 
similarity: fasta; 
with=UniProt : PNCB-AGRT5 
(EMBL:AE007962) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; pncB; Nicotinate 
phosphoribosyltransf erase (EC 
2.4.2.11) (NAPRTase).; length=434; 
id 85.253; 434 aa overlap; query 
1-434; subject 1-434; putative 
nicotinate 

phosphoribosyltransf erase" 
/ codon-start=l 



/transl-table=ll 
/product="nicotinate 
phosphoribosyltransf erase 
(naprtase) " 

/protein-id="CAK05680 . 1" 

/db-xref="GI : 115254606" 

/ db-xref ="GOA: Q1MMX2 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMX2 " 

/ translation="MARTDIARRVYNHAWKLDPI 

IRSLIDTDFYKLLMLQMIWKLYPD 

VNASFTLINRTKRVRLAEELDEGELREQLDHART 

LRLSKKEMIWLAGNSFYGRAQIFE 

PEFLAWLSNFQLPEYELSKKDGQYVLDFHGSWKE 

T TMWE I P AL AI VNE L R S R S AMKAL 

GPFTLDVLYARAKAKMWSKVERLKELPGLRISDF 

GTRRRHSFLWQRWCVEALKEGIGP 

AFAGTSNVLLAMDSDLEAVGTNAHELPMVAAALA 

ETDEQLRNAPYKILRDWNKLYGGN 

LLIVLPDAFGTAAFLRDAPEWVADWTGFRPDSAP 

PIEGGEKI IDWWKKMGRDPRQKLL 

IFSDGLDVDAI IDTYRHFEGRVRMSFGWGTNLTN 

DFSGCAPIEISGLNPISWCKVSD 

ANGRPAVKLSDNPQKATGEPAEVERYLKFFGAED 

RIDQTVLV" 

misc-feature 227484 .. 228698 /locus-tag="RL0191" 

/ infer ence= "protein 
motif :Pfam:PF04095. 4" 
/note="Pfam match to entry 
PF04095.4 NAPRTase" 

gene complement ( 229362 .. 2297 /locus-tag="RL0192" 

60) 

CDS complement (229362 . .2297 /locus-tag="RL0192" 

60) 

/inf erence="similar to 
sequence : INSDC : AE 0 1 2 1 0 7 " 
/note="C-terminus from codon 60 is 
similar to Xanthomonas campestris 
(pv. campestris) . Hypothetical 
protein XCC0125. Q8PE56 
(EMBL:AE012107) (85) 
similarity : fast a; 
with=UniProt :Q8PE56 
(EMBL:AE012107) ; Xanthomonas 
campestris (pv. campestris).; 
Hypothetical protein XCC0125.; 
length=85; id 32.836; 67 aa 
overlap; query 62-128; subject 
18-84" 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05681 . 1" 
/db-xref="GI : 115254607" 
/db-xref ="UniProtKB/TrEMBL : Q1MMX1 " 
/ trans lation="MCWIRARPNNEMARLPAYPR 
GRRSDGAARFRRSKIPDFLPCSFT 
ASLHVWVYRLPKSKTEVKQVEELSVKSKI IKTVY 
FSQEDGRLRICFKNGEERLFEGVP 
SSEAHAMTVAPSPGHYYLDRIRTRFRRLAA" 
gene complement ( 229806 .. 2303 /locus-tag="RL0193" 

75) 



CDS complement (229806. .2303 /locus-tag="RL0193" 

75) 

/inf erence="similar to 
sequence: INSDC:AP0 0299 8" 
/note="similarity : fasta; 
with=UniProt : Q98JQ9 
(EMBL:AP002998) ; Rhizobium loti 
(Mesorhizobium loti).; M111824 
protein.; length=177; id 59.412; 
170 aa overlap; query 7-176; 
subject 1-170" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05682 .1" 
/db-xref="GI : 115254608" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMX0 " 
/ translation="MIRGKDMKDI I ILPGIGGSG 
EAHWQTRWERSNPYMRRFQPTNWE 
KP DL ADW I S AL E RAVG AS T T P P L LVAH SLACLLV 
AHWQQVS S LAVAGAF L VAVP DP Q S 
ASFPKEAAGFADPPSQRMRFPTLI IASGDDPFGT 
LDHAHARADLWGSGLVAIGPFGHI 
NGQSGLEDWGQGKALLTAFSAGLARSDRA" 
misc-feature complement ( 229839 .. 2303 /locus-tag="RL0193" 
48) 

/inf erence= "protein 
motif :Pfam:PF06 821 .1" 
/note="Pfam match to entry 
PF06821.1 DUF1234" 
gene 230468 .. 230944 /locus-tag="RL0194" 

CDS 230468. .230944 /locus-tag="RL0194" 

/inf erence="similar to 
sequence: INSDC:AP0 0299 8" 
/note="similarity : fasta; 
with=UniProt:Q98JQ8 
(EMBL:AP002998) ; Rhizobium loti 
(Mesorhizobium loti).; Probable 
transcriptional regulator.; 
length=160; id 77.483; 151 aa 
overlap; query 6-156; subject 
5-155" 

/ codon-start=l 
/transl-table=ll 
/product="putative AsnC 
transcriptional regulator" 
/protein-id="CAK05683 .1" 
/db-xref="GI : 115254609" 
/db-xref="GOA:QlMMW9" 
/db-xref ="UniProtKB/TrEMBL : Q1MMW9 " 
/ translation="MAFQENNRVQLDPTDIAI IE 
AMQENGRIAVSELGRRVGLSQPAA 
SERVKRLEDRGI I VGYAARIDPTALGIGMTAVLR 
LRTTHEH I KPC LKQFAEMPQVME V 
LRLTGEDCFLLKVLVPAPGELETIVDTIARFGAV 
TTSLVLRSENPKPIGRALLQRP " 
misc-feature 230570 .. 230869 /locus-tag="RL0194" 

/inf erence=" protein 
motif :Pfam:PF01037. 8" 
/note="Pfam match to entry 
PF01037.8 AsnC-trans-reg" 



gene complement ( 231045 .. 2311 /gene="tRNA-Ser " 

34) 

tRNA complement (231045. .2311 /gene="tRNA-Ser " 

34) 

/product="tRNA-Ser" 
/note="anticodon GGA" 
gene 231363 .. 231680 /locus-tag="RL0195" 

CDS 231363. .231680 /locus-tag="RL0195" 

/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt :Q92SY6 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; CONSERVED HYPOTHETICAL 
SIGNAL PEPTIDE PROTEIN.; 
length=105; id 52.381; 105 aa 
overlap; query 1-105; subject 
1-105" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
protein" 

/protein-id="CAK05684 . 1" 
/db-xref="GI: 115254610" 
/db-xref="GOA:QlMMW8" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMW8 " 
/ translation="MRFLLRLASLVALAAAVIAG 
T I D S I Q S VAAS S WMTP I S D AWQ D 
VSPTTLTSLQSSLSYYIHPRFYALIFQWLMLQPA 
FAVFLVIALLLWMIGYKKPSVAGR FTA" 
misc-feature order (231381 .. 231449, /locus-tag="RL0195" 
231576. .231644) 

/inf erence= "protein 

motif :TMHMM:2 . 0" 

/note="2 probable transmembrane 

helices predicted at aa 7-29 and 

72-94" 

gene 231998 .. 232990 /locus-tag="RL0196" 

CDS 231998. .232990 /locus-tag="RL0196" 

/inf erence="similar to 
sequence: INSDC:B9 73 74" 
/note="similarity : f asta; 
with=UniProt:Q8UJ15 (EMBL : B9 73 7 4 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Membrane 
lipoprotein ( AGR-C-2 0 Op ) . ; 
length=337; id 86.970; 330 aa 
overlap; query 1-330; subject 
8-337" 

/codon-start=l 
/transl-table=ll 

/product="putative outer membrane 
basic protein" 
/protein-id="CAK05685. 1" 
/db-xref="GI : 115254611" 
/db-xref ="GOA: Q1MMW7 " 
/db-xref="UniProtKB/TrEMBL:QlMMW7" 
/ trans lation="MKKSLLTLFAVAAMSTTALA 
AD VKP AL VY GTGGKFDKSF N E AA Y 
NGAEKFKAETGIAYRDFEPTGDTQGEQAIRNFAS 
RGFNPWAVSFAWTSAIEKVAAEF 



sig-peptide 231998 .. 232055 



misc-feature 232001 .. 232966 



233067. .234590 
233067. .234590 



PDTKFIIVDSWDKPNVRSWYKEEEGSYLVGVL 
AGMASKTGKVGFVGGMD I P L I RKF 
ECGYEQGARSVKADIEVFQNMTGTTGAAWNDPVR 
GGELTKNQIDQGADWYAAAGATG 
LGVLQTAADNKKLSIGVDSNQNHLHPGSVLTSMV 
KRVDLAVYNAYNDTKNDKFTAGVQ 
ALGVKEDGVGAAIDDNNKSLITPEMQAAVDKAKA 
DIIAGTIKVHDYTSDNACPK" 
/locus-tag="RL0196" 
/ inf erence="protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0196 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.999 between residues 20 and 21" 
/locus-tag="RL0196" 
/ inf erence="protein 
motif :Pf am:PF02608 . 4" 
/note="Pfam match to entry 
PF02608.4 Bmp" 
/locus-tag="RL019 7" 
/locus-tag="RL019 7" 
/inf erence="similar to 
sequence: INSDC:C9 73 74" 
/note="Similar to Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970). ABC transporter, 
nucleotide binding/ATPase protein. 
Q8UJ14 (EMBL:C97374) (501) 
similarity: f asta; 

with=UniProt:Q8UJ14 (EMBL : C9 73 7 4 ) ; 

Agrobacterium tumefaciens (strain 

C58/ATCC 33970).; ABC transporter, 

nucleotide binding/ATPase 

protein.; length=501; id 87.976; 

499 aa overlap; query 9-507; 

subject 3-501" 

/ codon-start=l 

/transl-table=ll 

/product="putative ATP-binding 

component of ABC transporter" 

/protein-id="CAK05686 .1" 

/db-xref="GI : 115254612" 

/db-xref="GOA:QlMMW6" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMW6 " 

/ translation="MEPAVTDKPAIELVGIDKKF 

GAVHANKDINLTVAKGTIHGI IGE 

NGAGKSTLMSI IYGFYHADSGEIRVNGNPVTIRD 

SQAAI ATG I GMVHQHFMLVDNF T V 

LENIMLGAEGGMLLARGVASARAELKRLETEYGL 

EVDPDAL IEELPVGLQQRVE ILKA 

MYRGAEILILDEPTGVLTPAEADHLFRILKVLRD 

QGKTIILITHKLREIMAITDTVSV 

MRRGEMVATRKTAE T T VEE L AE LMVGRRVL LRVQ 

KGEANPGSAVLSVRNLTVKDNRGV 

TMVDNVS F DVRAGE I VG I AG VAGNGQ S E L L E A I A 

GIRKPTSGEILLDGQTIDKADPAR 

LRDLGLAHIPEDRHHMGLVLKFEEYENSVLGYHR 

RPAYSKGPLLDLEAI RKD AME K I E 

KYDIRPPNPRLKTANFSGGNQQKIWAREIERDL 

KML I I GQPTRGVD IGAIEFIHRRI 



misc-feature 233 1 72 .. 233 732 



misc-feature 233931 .. 234515 



gene 234598 .. 235701 

CDS 234598. .235701 



isc-f eature 



order (234640 . .234701 


234766. 


.234834, 


234940. 


.235008, 


235045. 


.235113, 


235204. 


.235272, 


235339. 


.235407, 


235435. 


.235494, 


235513 . 


.235572, 


235600. 


.235656) 



ntry 



I EMRDAGKAI L LVS VELDE IRSLSDRI LVMFAGH 
WGEKTPDAGEQTLGLMMAGIAA" 
/locus-tag="RL019 7" 
/inf erence=" protein 
motif : Pf am : PFO 0 0 0 5 . 1 1 " 
/note="Pfam match to i 
PF00005.il ABC-tran" 
/locus-tag="RL019 7" 
/inf erence=" protein 
motif :Pfam:PF00005. 11" 
/note="Pfam match to entry 
PF00005.il ABC-tran" 
/locus-tag="RL019 8" 
/locus-tag="RL019 8" 
/inf erence="similar to 
sequence: INSDC : AE007954" 
/note=" similarity : fast a; 
with=UniProt :Q8UJ13 
(EMBL:AE007954) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; ABC transporter, membrane 
spanning protein (AGR-C-2 05p) . ; 
length=367; id 81.199; 367 aa 
overlap; query 1-367; subject 
1-367" 

/codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 
permease component of ABC 
transporter" 

/protein-id="CAK056 8 7. 1" 

/db-xref="GI : 115254613" 

/ db-xref ="GOA: Q1MMW5 " 

/db-xref="UniProtKB/TrEMBL:QlMMW5" 

/ translation="MSTASVPLPNWINYGLIPIL 

NL I VAFL I SGF WWL I GE S P L DAL 

SLLIEGALGNGEFIGFTLFYATSFIFTGLSVAVA 

IHAGLFNIGSEGQAYMGGLGCALV 

ALSL DN YVP WY VTMP VAWG AAL F GAVAAF I PAW 

LQAKRGSHIVITTIMFNYI IASLM 

NYLLVHVLIVPGKMAPETRTFLEGGQLPKLTWLM 

EIFGTKLGAAPLNVSFI IALVMCY 

WW LLIWRTKLGFEMRTLGVSP T AA S YAGIPYVR 

IVMIAMMLSGALAGMMALNPVMGA 

S ARLQVGFVGG AGF VG I AVS LMGRNHPLGI ILAA 

FLFGILYQGGDWISFEMPNITREM 

I LVIQGLVI LF AGALE YMFRPAMVRL YQQFKRG " 

/locus-tag="RL019 8" 



/ inf erence="protein 

motif :TMHMM: 2 .0" 

/note="9 probable transmembrane 

helices predicted at aa 15-37, 

57-79, 115-137, 150-172,203-225, 

248-270, 280-299, 306-325 and 



misc-feature 234766.-235638 



235712 . 
235712. 



236683 
236683 



misc-feature 



order (235730. .235798 
235898. .235966, 
.236053, 
.236239, 
.236401, 
.236512, 
.236638) 



235985. 
236186. 
236333. 
236444. 
236570. 



misc-feature 235739 .. 236617 



gene 236685 .. 237074 

CDS 236685. .237074 



335-353" 

/locus-tag="RL019 8" 
/inf erence= "protein 
motif :Pfam:PF02653 .5" 
/note="Pfam match to entry 
PF02653.5 BPD-transp-2" 
/locus-tag="RL0199" 
/locus-tag="RL0199" 
/inf erence="similar to 
sequence: INSDC : AE007954" 
/note="similarity : fasta; 
with=UniProt :Q8UJ12 
(EMBL:AE007954) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; ABC transporter, membrane 
spanning protein ( AGR-C-2 0 7p ) . ; 
length=323; id 80.805; 323 aa 
overlap; query 1-323; subject 
1-323" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
permease component of ABC 
transporter" 

/protein-id="CAK05688 . 1" 

/db-xref="GI : 115254614" 

/db-xref="GOA:QlMMW4" 

/db-xref="UniProtKB/TrEMBL:QlMMW4" 

/ translation="MDYYDIFISVLASTIRLS IP 

LIFTALAGLFSERAGIFDIGLEGK 

MLGSAFAAACVAYLTDSAWLGLGAGILCSVALSL 

VHGFASITNRGNQIVSGVAINFFI 

AG I T I VLGQAWFGQGGRTPQLAP D S RF AP 1 1 L PG 

ADVARD I P I I GPL YANVI S GNN I L 

TYLAFLAVPFSWWVLYRTRFGLRLRAVGENPGAV 

DTAGI SVAWLRYRAVMCAG ILCGF 

AGTYLAIAQSAAFIKDMSAGKGYIALAALVFAKW 

KPVPVMFACLLFGFLDALANFMQG 

KQVP L I GE VP VQ VF QALPYVLTCVLLAGFI G VAT 

PPKAGGVPYTKER" 

/locus-tag="RL0199" 



/ inf erence="protein 
motif :TMHMM:2 . 0" 

/note="7 probable transmembrane 
helices predicted at aa 7-29, 
63-85, 92-114, 159-176,208-230, 
245-267 and 287-309" 
/locus-tag="RL0199" 
/ inf erence="protein 
motif :Pfam:PF02653 .5" 
/note="Pfam match to entry 
PF02653.5 BPD-transp-2" 
/gene="cdd" 
/locus-tag="RL0200" 
/gene="cdd" 
/locus-tag="RL0200" 



misc-feature 236685.-236996 

gene 237071 .. 237871 

CDS 237071. .237871 



/EC-number="3.5.4.5" 
/inf erence="similar to 
sequence : INSDC : AE008987" 
/inf erence="similar to 
sequence: INSDC : BSJH6 42 1 " 
/note=" similarity : fast a; 
with=UniProt : CDD-BACSU 
(EMBL:BSJH6 421) ; Bacillus 
subtilis.; cdd; Cytidine deaminase 
(EC 3.5.4.5) (Cytidine 
aminohydrolase) (CDA) . ; length=EC 
3.5.4.5; id 44.000; 125 aa 
overlap; query 3-127; subject 
4-128 similarity : fasta; 
with=UniProt :Q8UJ11 
(EMBL:AE008987) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; cdd; Cytidine deaminase.; 
length=145; id 84.252; 127 aa 
overlap; query 2-128; subject 
18-144" 

/codon-start=l 
/transl-table=ll 
/product="putative cytidine 
deaminase (cytidine 
aminohydrolase) " 
/protein-id="CAK05689 .1" 
/db-xref="GI: 115254615" 
/db-xref="GOA:QlMMW3" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMW3 " 
/ trans lation="MSHDLFEAARGAMAFAHAPY 
SKFPVGAAIRAEDGKVYTGANIEN 
LSFPQGWCAEPTAIGAMIMGGAKKIVEMAVIAEK 
LPLCPPCGGCRQKISEFASKETKI 
YLCDEAGVKKTMTMEELLPFSFETELG" 
/gene="cdd" 
/locus-tag="RL0200" 
/inf erence= "protein 
motif :Pfam:PF0 03 83.9" 
/note="Pfam match to entry 
PF00383.9 dCMP-cyt-deam" 
/gene="punA" 
/locus-tag="RL0201" 
/gene="punA" 
/locus-tag="RL0201" 
/EC-number ="2. 4. 2.1" 
/inf erence="similar to 
sequence: INSDC :AE007954" 
/inf erence="similar to 
sequence: INSDC : BSJH6 42 1 " 
/note="similarity: fasta; 
with=UniProt : PUNA-BACSU 
(EMBL:BSJH6 421) ; Bacillus 
subtilis.; punA; Purine nucleoside 
phosphorylase I (EC 2.4.2.1) (PNP 
I) (PU-NPASE I) (Inosine 
phosphorylase).; length=271; id 
46.586; 249 aa overlap; query 
17-262; subject 20-268 
similarity : fasta; 
with=UniProt:Q8UJ10 
(EMBL:AE007954) ; Agrobacterium 



misc-feature 237116 .. 237865 



gene 237987 .. 238763 

CDS 237987. .238763 



tumefaciens (strain C58/ATCC 
33970).; deoD; Purine nucleoside 
phosphorylase ( AGR-C-2 1 Op ) . ; 
length=266; id 75.769; 260 aa 
overlap; query 5-264; subject 
6-265; putative purine nucleoside 
phosphorylase" 
/ codon-start=l 
/transl-table=ll 
/product="purine nucleoside 
phosphorylase i (pnp i) (pu-npase 
i) (inosine phosphorylase) " 
/protein-id="CAK05690 . 1" 
/db-xref="GI : 115254616" 
/ db-xref ="GOA: Q1MMW2 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMW2 " 
/ translation="MKATVSLLAALLGGIKPRHG 
IVLGSGLGSLVGELDGAVRVPYRD 
LPGFPVSAVSGHAGEWAGRLGGVPWMLSGRVH 
Y YEKGDANAMR LPIEVLKAL G VE A 
LILTNSAGSLRDDMPPGSVMQITDHINYSGMNPL 
I GEE S DHRF VGMTNAYDAGL AAAM 
QRAAAKLE I E L AQGVYMWF S GP S FE TP AE I RMAR 
ILGADAVGMSTVPEVI ISRMLGLR 
VAAASVITNYGAGMTGNELSHEETKDMAPIGGAR 
LAAILKDMIAAGRG" 
/gene="punA" 
/locus-tag="RL0201" 
/ inf erence="protein 
motif :Pfam:PF00896 .9" 
/note="Pfam match to entry 
PF00896.9 Mtap-PNP" 
/gene="deoC" 
/locus-tag="RL02 02" 
/gene="deoC" 
/locus-tag="RL02 02" 
/EC-number ="4. 1.2. 4" 
/inf erence="similar to 
sequence: INSDC:AE0 16 772" 
/inf erence="similar to 
sequence: INSDC:HS3 74251" 
/note="similarity:fasta; 
with=UniProt : DEOC-ECOLI 
(EMBL:AE016772) ; Escherichia coli 
06.; deoC; Deoxyribose-phosphate 
aldolase (EC 4.1.2.4) 
(Phosphodeoxyriboaldolase) 
(Deoxyriboaldolase) (DERA).; 
length=259; id 56.000; 250 aa 
overlap; query 13-255; subject 
11-258 similarity: fasta; 
with=UniProt : DEOC-AGRT5 
(EMBL:HS374251) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970) . ; deoC; 

Deoxyribose-phosphate aldolase (EC 
4.1.2.4) 

(Phosphodeoxyriboaldolase) 
(Deoxyriboaldolase) (DERA).; 
length=259; id 71.705; 258 aa 
overlap; query 1-258; subject 
3-259" 



misc-feature 23 8 0 1 7 . . 23 8 6 76 



gene 238765 .. 240072 

CDS 238765. .240072 



/codon-start=l 
/transl-table=ll 
/product= "putative 
deoxyribose-phosphate aldolase" 
/protein-id="CAK05691 . 1" 
/db-xref="GI : 115254617" 
/db-xref ="GOA: Q1MMW1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMW1 " 
/ trans lation="MNSHSNRETAAVALSLLDLT 
NLRDDCTEAQIDALCARAQTPYGT 
S AA I C I WP RF VAQ ARN I L G T G H AVR I AT WN LPS 
GDMEVADVAAEAREAI ADGADE I D 
LVIPYRKLLAGNEKAVTDMVKAVRAECAGPVLLK 
VIIETGELKDAALIRHASELAIEA 
GADFIKTSTGKVAVNATLEAADIMIRAIRESGRK 
VGFKPAGG I G S VAD AAL YLSLAET 
IMTPDWAMPSTFRFGASDLLDDILSVLSGTQSAS 
AAASGY" 
/gene="deoC" 
/locus-tag="RL02 02" 
/ inf erence="protein 
motif :Pf am: PFO 179 1.6" 
/note="Pfam match to entry 
PF01791.6 DeoC" 
/gene="deoA" 
/locus-tag="RL02 03" 
/gene="deoA" 
/locus-tag="RL02 03" 
/EC-number="2 . 4.2.4" 
/inf erence="similar to 
sequence: INSDC:AE00 7954" 
/inf erence="similar to 
sequence: INSDC:U0 0 096" 
/note="similarity : f asta; 
with=UniProt : TYPH-ECOLI 
(EMBL:U00096) ; Escherichia coli.; 
deoA; Thymidine phosphorylase (EC 
2.4.2.4) (TdRPase).; length=EC 2.4 
( 440; id 52.778; 432 aa overlap; 
query 2-431; subject 3-434 
similarity : fast a; 
with=UniProt:Q8UJ08 
(EMBL:AE007954) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; deoA; Thymidine 
phosphorylase ( AGR-C-2 1 4p ) . ; 
length=438; id 69.142; 431 aa 
overlap; query 1-431; subject 
3-433" 

/codon-start=l 

/transl-table=ll 

/product="putative thymidine 

phosphorylase" 

/protein-id="CAK05692 .1" 

/db-xref="GI : 115254618" 

/db-xref="GOA:QlMMW0" 

/db-xref ="UniProtKB/TrEMBL : Q1MMW0 " 

/ translation="MIPQEI IRRKRDGDELDAAE 

ISSFIAALAAGQLSEGQIGAFAMA 

VWFKGMSRTETVALTLAMADSGDRLQWADVDRPI 

ADKHSTGGVGDNVSLMLAPIAAAC 

GLAVPMISGRGLGHTGGTLDKLESIPGYMITPDA 



DLFHKWKEAGCAI IGQTGTLAPA 

DGRL YAVRDVT AT VD SIPLITASILS KKLAAGLE 

T L VL DVKVGNG AFMVDRGQ AE TLA 

QS LVEVANGAGVKT SAL I TDMNQP L AD S AGNAVE 

MRNCLDFLAGRKADTRLETWLAF 

AAEMLVKSGIAASSDEAEGMARRALSSGKAAEVF 

ARMVSMLGGPADLIENPDRYLARA 

P VAKP VP AAR S G WL AAC D ARG IGVSVIDLGGGRR 

HPADRIDHRVGFSELLPLGTRVNA 

GEPIALVHAADDAAAERAVAALAAHYRITEEKPE 

LTPVIAGLI " 

misc-feature 238771 .. 238965 /gene="deoA" 

/locus-tag="RL02 03" 
/inf erence=" protein 
motif :Pfam:PF02 8 85.5" 
/note="Pfam match to entry 
PF02885.5 Glycos-trans-3N" 

misc-feature 238987 .. 239754 /gene="deoA" 

/locus-tag="RL02 03" 
/inf erence=" protein 
motif :Pf am: PFO 059 1.9" 
/note="Pfam match to entry 
PF00591.9 Glycos-transf-3" 

gene complement ( 240079 .. 2406 /locus-tag="RL0204" 

12) 

CDS complement (240079 . .2406 /locus-tag="RL0204" 

12) 

/inf erence="similar to 
sequence: INSDC:B9 73 75" 
/note="similarity : f asta; 
with=UniProt:Q8UJ07 (EMBL : B9 73 75 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Hypothetical 
protein AtuO 13 4. ; length=180; id 
50.000; 176 aa overlap; query 
1-175; subject 8-178" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05693 .1" 
/db-xref="GI : 115254619" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMV9 " 
/ tr an s 1 at i on= " MLVRTVLFAS I AAVLATQVP 
SFFGGTSQQPAETLSANYVSAQTE 
QPVAPEPVYGSNAIRLQADAQGHYTGSFKINGKP 
VQGLIDTGATYVALNETLARRLGF 
TANQLDFRYGVNTANGQTKAAHVTLDRVEIGGIR 
VREVEAFVLKDDAL T T T LVGMSF L 
QKL AS Y SVADG S L S L KQ " 
sig-peptide complement ( 240537 .. 2406 /locus-tag="RL0204" 

12) 

/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0204 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.991) 
with cleavage site probability 
0.362 between residues 24 and 25" 
gene complement ( 240774 .. 2414 /gene="upp" 

03) 

/locus-tag="RL02 05" 



CDS complement (240774. .2414 /gene="upp" 

03) 

/locus-tag="RL02 05" 
/EC-number= "2.4.2.9" 
/inf erence="similar to 
sequence: INSDC :AE0 05479 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note=" similarity : fast a; 
with=UniProt : UPP-ECOLI 
(EMBL:AE005479) ; Shigella 
flexneri.; upp; Uracil 
phosphoribosyltransf erase (EC 
2.4.2.9) (UMP pyrophosphorylase) 
(UPRTase).; length=208; id 52.427; 
206 aa overlap; query 4-209; 
subject 3-208 similarity : fasta; 
with=UniProt : UPP-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; upp; Uracil 
phosphoribosyltransf erase (EC 
2.4.2.9) (UMP pyrophosphorylase) 
(UPRTase).; length=209; id 86.124; 
209 aa overlap; query 1-209; 
subject 1-209" 
/codon-start=l 
/transl-table=ll 
/product="putative uracil 
phosphoribosyltransf erase (UMP 
pyrophosphorylase) " 
/protein-id="CAK05694.1" 
/db-xref="GI : 115254620" 
/db-xref ="G0A: Q1MMV8 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMV8 " 
/ translation="MDGVTVIDHPLVQHKLTIMR 
RKETSTGSFRRLLREISTLLCYEV 
TRDLELTMETIETPLQTMESPILEGKKLVFASIL 
RAGNGLLEGMLDLVPSARVSHIGV 
YRDHETLQPVEYYFKAPEDVAERLI IWDPMLAT 
GNSSIAAIDKLKERGAHNIRFLCL 
LAAPEGIRNFRAAHPDVPVFTASIDSHLNEKGYI 
MPGLGDAGDRMYGTK" 
misc-feature complement ( 240894 .. 2412 /gene="upp" 
65) 

/locus-tag="RL02 05" 
/inf erence=" protein 
motif :Pfam:PF00156 .11" 
/note="Pfam match to entry 
PF00156.il Pribosyltran" 
gene complement ( 241550 .. 2425 /locus-tag="RL0206" 

18) 

CDS complement (241550 . .2425 /locus-tag="RL0206" 

18) 

/EC-number= "3.5.4.4" 
/inf erence="similar to 
sequence: INSDC :A6 49 19" 
/inf erence="similar to 
sequence: INSDC :AE007955" 
/note="similarity : fasta; 
with=UniProt : ADD-ECOLI 
(EMBL:A64919) ; Escherichia coli.; 



add; Adenosine deaminase (EC 
3.5.4.4) (Adenosine 
aminohydrolase) . ; length=EC 
3.5.4.4; id 28.916; 332 aa 
overlap; query 1-322; subject 
2-330 similarity : fasta; 
with=UniProt : ADD-AGRT5 
(EMBL:AE007955) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; add; Adenosine deaminase 
(EC 3.5.4.4) (Adenosine 
aminohydrolase).; length=EC 
3.5.4.4; id 75.466; 322 aa 
overlap; query 1-322; subject 
1-322" 

/ codon-start=l 
/transl-table=ll 
/product="putative adenosine 
deaminase" 

/protein-id="CAK05695. 1" 

/db-xref="GI : 115254621" 

/db-xref="GOA:QlMMV7" 

/db-xref="UniProtKB/TrEMBL:QlMMV7" 

/ translation="MTSHLKKVELHCHLEGAAPP 

ALTAAQARKYGVDI SAELRDGAYV 

WHDFASFLVCYDKVSEVYRTEEDYALLTETYLDE 

LAGIDTIYSELIVSPDHGKRIGLG 

ADAYISGICEGIRRAREKSGIEARLIVTGERHFG 

PE S VI GAAE YAARAANPL I TGFNL 

AGE E RMGRVAD Y ARAF D I AR DAG LGLTIHAGEVC 

G AF S VAD AL DAVRP SRIGHGVRAI 

EDLDLVTRLADLGTVLEICPGSNIALGVFPDFAS 

HPLRRLKDAGVRVTISSDDPPFFH 

TSLKREYELAAGTFGFGDAEIDAMTRTAIEAAFV 

DDETRKALLARI" 

misc-feature complement ( 241556 .. 2425 /locus-tag="RL0206" 
09) 

/inf erence=" protein 
motif : Pf am: PFO 0962 .10" 
/note="Pfam match to entry 
PF00962.10 A-deaminase" 
gene complement ( 242515 .. 2437 /gene="deoB" 

35) 

/locus-tag="RL0207" 
CDS complement (242515. .2437 /gene="deoB" 

35) 

/locus-tag="RL0207" 
/EC-number = " 5.4.2.7" 
/inf erence="similar to 
sequence: INSDC : AE007955" 
/inf erence="similar to 
sequence: INSDC :HS13 72 40" 
/ note=" similarity : fasta; 
with=UniProt : DEOB-ECOLI 
(EMBL:HS137240) ; Shigella 
flexneri.; deoB; 

Phosphopentomutase (EC 5.4.2.7) 
(Phosphodeoxyribomutase) . ; 
length=EC 5.4.2.7; id 55.746; 409 
aa overlap; query 1-406; subject 
1-407 similarity : fasta; 
with=UniProt : DEOB-AGRT5 



(EMBL:AE007955) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; deoB; Phosphopentomutase 
(EC 5.4.2.7) 

(Phosphodeoxyribomutase) . ; 
length=EC 5.4.2.7; id 78.818; 406 
aa overlap; query 1-406; subject 
1-406" 

/codon-start=l 
/transl-table=ll 
/product=" putative 
phosphopentomutase 
(phosphodeoxyribomutase) " 
/protein-id="CAK05696 .1" 
/db-xref ="GI : 115254622" 
/ db-xref ="GOA: Q1MMV6 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMV6 " 
/ translation="MARAFLFVLDSFGVGGAP DA 
AAYGDEGADTLGHIAEFCAAGAAD 
RAGLREGPLSLPNMSELGLMQIARSASGRFPAGM 
PVPEKVYGIYGAATEISRGKDTPS 
GHWEIAGTPVSFDWGYFPIEGDAFPQEFIEALCR 
EADVPGILGNCHASGTEI IARLGE 
EHIRTGKPICYTSSDSVFQVAAHEVHFGLDRLLA 
FCGLARGLLDSYNIGRVIARPFIG 
QSASTFQRTGNRRDFSVLPPEPTLLDRLIEQGRH 
VHAVGK I GD IFAHQGI S RVIKANG 
NEALMDASLSAIDAAEDGDLVFTNFVDFDMIYGH 
RRDVPG YAAAL E AF DARL P DVHKK 
LKPGDLWLTADHGCDPTWRGTDHTRERVPVIAY 
GPGIRSRSIGVRRGYADIGESIAR 
HLGIPAGPHGRSFL" 
misc-feature complement ( 242584 .. 2429 /gene="deoB" 
13) 

/locus-tag="RL0207" 
/ infer ence= "protein 
motif :Pf am:PF016 76 .6" 
/note="Pfam match to entry 
PF01676.6 Metalloenzyme" 
gene complement ( 243895 .. 2444 /locus-tag="RL0208" 

76) 

CDS complement (243895. .2444 /locus-tag="RL0208" 

76) 

/inf erence="similar to 
sequence: INSDC:AE0 0 89 89" 
/note=" similarity : fast a; 
with=UniProt :Q8UIZ4 
(EMBL:AE008989) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0147.; length=197; id 43.243; 
185 aa overlap; query 9-193; 
subject 15-197" 
/codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 
protein" 

/protein-id="CAK05697. 1" 
/db-xref="GI : 115254623" 
/db-xref="GOA:QlMMV5" 
/db-xref="UniProtKB/TrEMBL:QlMMV5" 
/ trans lation="MALRNPFTRLVLTMRRLARD 



misc-f eature complement ( 244339 . . 
07) 



gene complement ( 244476 . . 

11) 

CDS complement (244476 . . 

11) 



misc-feature complement ( 244935 . . 
03) 



gene complement ( 245227 . . 

37) 

CDS complement (245227. . 

37) 



RKGAGAI EFAI LFPVLVML Y I GAF 
EITVGLSVSKRVTRAAGTVADLVTQQQSVTKSAL 
AQMPSVATAIFVPYNSTSLTLKIT 
GI T I DAGANAKVLWSWAKDGTVP YAKNTAVTNVP 
ADMKT AN S F L VRT E L S I P Y TMF L F 
APNFMP DGMRT I T I SRS YFYRQRQGDS IPCGDC " 
2444 /locus-tag="RL0208" 

/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 24-46" 
2451 /locus-tag="RL0209" 

2451 /locus-tag="RL0209" 

/inf erence="similar to 
sequence: INSDC : AEO 0 7956 " 
/note="similarity : fasta; 
with=UniProt : Q8U5N8 
(EMBL:AE007956) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; AGR-C-240p. ; length=211; 
id 53.299; 197 aa overlap; query 
18-210; subject 15-205" 
/codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 
protein" 

/protein-id="CAK05698 . 1" 
/db-xref="GI: 11525462 4" 
/db-xref ="GOA: Q1MMV4 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMV4 " 
/ translation="MTVIDQKTDKGRAFAPFRFL 
RFRTLARSREGAAAIEFALLAIPY 
FLVIFAILETFVAFAAEELVSNAVDTMSRRMRTG 
QITYNLGRTTDMNQAQFRQAFCDE 
ISILIRCSASEVATPSKLYLDVQTFSTFSAIPTT 
IPKVSTDKYADINTAAFKFAPGGA 
GT I NMVRAY YRWE I I T D L VRP Y I T T I RP S DG S MP 
SQYLIVATAAFQNEQYP" 
2450 /locus-tag="RL0209" 

/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 37-59" 
2456 /gene="pilQ" 

/locus-tag="RL0210" 
2456 /gene="pilQ" 

/locus-tag="RL0210" 
/inf erence="similar to 
sequence: INSDC: AEO 0 79 63" 
/inf erence="similar to 
sequence: INSDC :B9 73 86" 
/note="putative alternative start 
site at codon 13 similarity : fasta; 
with=UniProt:Q8UIR6 (EMBL : B9 73 8 6 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; PilQ.; 



misc-f eature complement (245560 . . 2456 
19) 

gene 246017 .. 246202 

CDS 246017. .246202 



length=124; id 73.387; 124 aa 
overlap; query 14-136; subject 
1-124 similarity : fasta; 
with=UniProt :Q7D1X0 
(EMBL:AE007963) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; AGR-C-384p.; length=136; 
id 69.630; 135 aa overlap; query 
3-136; subject 2-136" 
/codon-start=l 
/transl-table=ll 

/product="putative pilus subunit 

transmembrane protein" 

/protein-id="CAK05699 .1" 

/db-xref="GI : 115254625" 

/ db-xref ="GOA: Q1MMV3 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMV3 " 

/ translation="MSSSGKTIFFAGMIAVFGIS 

GVSAAADDDMLRVYMDHARVLKLD 

RP VS KVI VGN AAVAD AT VAD AKT IVLTGRSFGTT 

NLVLLDADGNAILDERILVSIDEG 

NTVRVYRQTQRSVLSCTPNCEQHAQQAATATSSP 

/gene="pilQ" 

/locus-tag="RL0210" 
/ inf erence="protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 33-52" 
/gene="pilA" 
/locus-tag="RL0211" 
/gene="pilA" 
/locus-tag="RL0211" 
/inf erence="similar to 
sequence: INSDC : AP003007" 
/inf erence="similar to 
sequence: INSDC :B87614" 
/note="similarity : fasta; 
with=UniProt:Q9L720 (EMBL : B8 76 1 4 ) ; 
Caulobacter crescentus.; pilA; 
Pilus subunit protein PilA.; 
length=Pilus subunit protein PilA; 
id 60.000; 55 aa overlap; query 
1-55; subject 1-55 
similarity : fasta; 
with=UniProt :Q98BG0 
(EMBL:AP003007) ; Rhizobium loti 
(Mesorhizobium loti).; Fimbriae 
associated protein.; length=58; id 
65.455; 55 aa overlap; query 1-55; 
subject 1-55" 
/ codon-start=l 
/transl-table=ll 

/product="putative pilus subunit 
protein" 

/protein-id="CAK05700 . 1" 

/db-xref="GI : 115254626" 

/db-xref ="UniProtKB/TrEMBL : Q1MMV2 " 

/ trans lation="MTKLFSRFLKDESGATAIEY 

GLIAALISVALITGATTLGDRIGT 

TFNNLGTKMNTGVTASN " 



246038. .246178 



misc-feature 246074 .. 246133 



gene 
CDS 



246327. 
246327. 



246327. .246384 



misc-feature 



order ( 
246417 



246339. .246407, 
. .246476, 



/gene="pilA" 
/locus-tag="RL0211" 
/inf erence= "protein 
motif :Pfam:PF04964.3" 
/note="Pfam match to entry 
PF04964.3 Flp-Fap" 
/gene="pilA" 
/locus-tag="RL0211" 
/inf erence=" protein 
motif :TMHMM:2 . 0" 
/note="l probable transmembrane 
helix predicted at aa 20-39" 
/gene="cpaA" 
/locus-tag="RL0212" 
/gene="cpaA" 
/locus-tag="RL0212" 
/inf erence="similar to 
sequence: INSDC : A87614" 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : f asta; 
with=UniProt:Q9L719 (EMBL : A8 76 1 4 ) ; 
Caulobacter crescentus . ; cpaA; 
Pilus assembly protein CpaA. ; 
length=Pilus assembly protein 
CpaA; id 35.583; 163 aa overlap; 
query 6-166; subject 8-169 
similarity : fast a; 
with=UniProt:Q92T43 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE PILUS 
ASSEMBLY TRANSMEMBRANE PROTEIN.; 
length=174; id 56.805; 169 aa 
overlap; query 1-169; subject 
5-173" 

/codon-start=l 
/transl-table=ll 

/product="putative pilus assembly 
protein" 

/protein-id="CAK05701 . 1" 
/db-xref="GI : 115254627" 
/db-xref ="GOA: Q1MMV1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMV1 " 
/ translation="MIAAAVFVILPLCLAMAAFS 
DLFTMTIPNRI SVILTASFFVLAP 
LSGLGLAEIGMHLAGAAI VFSACFALFAFNVMGG 
GDAKLMSAAALWFGLNESLLFLMT 
DVAMIGGLITLLILLVRGQSDTILAIGLPVPNSV 
LLAKKIPYGIAIAIGGFMAFPSSP 
LFLAALESLK" 
/gene="cpaA" 
/locus-tag="RL0212" 
/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0212 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.996) 
with cleavage site probability 
0.861 between residues 20 and 21" 
/gene="cpaA" 



246495. .246554, 
246612. .246680, 
246756. .246824) 



misc-feature 246348.-246677 



gene 
CDS 



246950. .247765 
246950. .247765 



246950. .247049 



/locus-tag="RL0212" 
/ inf erence="protein 
motif :TMHMM:2 . 0" 
/note="5 probable transmembrane 
helices predicted at aa 5-27, 
31-50, 57-76, 96-118 and 144-166" 
/gene="cpaA" 
/locus-tag="RL0212" 
/inf erence=" protein 
motif :Pfam:PF01478 .6" 
/note="Pfam match to entry 
PF01478.6 Peptidase-A24" 
/gene="cpaB" 
/locus-tag="RL0213" 
/gene="cpaB" 
/locus-tag="RL0213" 
/inf erence="similar to 
sequence: INSDC:AE0 0 7962" 
/inf erence="similar to 
sequence: INSDC:HS6 132 41" 
/note="similarity : f asta; 
with=UniProt :Q9L718 
(EMBL:HS613241) ; Caulobacter 
crescentus. ; cpaB; Pilus assembly 
protein CpaB.; length=297; id 
34.333; 300 aa overlap; query 
1-264; subject 1-294 
similarity: f asta; 
with=UniProt:Q8UIS0 
(EMBL:AE007962) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; ctpC; Components of type 
IV pilus (AGR-C-380p) . ; 
length=AGR-C- ( 26 8; id 66.914; 
269 aa overlap; query 1-269; 
subject 1-268" 
/codon-start=l 
/transl-table=ll 

/product="putative pilus assembly 
protein" 

/protein-id="CAK05702 .1" 

/db-xref="GI: 11525462 8" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMV0 " 

/translation="MKPARLII L AVAWAAG L AG 

L LAMQMAG S GG WT Q VR S WE KE P 

TVN I LVS SANL S VGARLDDQ S VHWMAWPQGGVVP 

GL I TEADKPDAVKDLQGAWRLP I 

FEGEPIRPEKIADSSSRILSSLLPAGKRAVATEI 

SVATGAGGFILPNDRVDVIMVRKG 

AEADKLITETVLSNVRVLAIDQQIQEKDDGSKSV 

VGTTATLELTPDQTKVLAVAQQMA 

DRLSLALRSVADAQEQDTSAADYLLSGDNGSAI I 

QVIKSGAIVTDASAAPKAE" 

/gene="cpaB" 

/locus-tag="RL0213" 

/inf erence=" protein 

motif : SignalP-HMM: 2 . 0 " 

/note="Signal peptide predicted 

for RL0213 by SignalP 2.0 HMM 



misc-feature 246968 .. 247036 

misc-feature 247232 .. 247627 

gene 247771 .. 249276 

CDS 247771. .249276 



(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.335 between residues 34 and 35" 
/gene="cpaB" 
/locus-tag="RL0213" 
/inf erence=" protein 
motif :TMHMM:2 . 0" 
/note="l probable transmembrane 
helix predicted at aa 7-29" 
/gene="cpaB" 
/locus-tag="RL0213" 
/inf erence=" protein 
motif :Pfam:PF06981 . 1" 
/note="Pfam match to entry 
PF06981.1 CpaB" 
/gene="rcpA" 
/locus-tag="RL0214" 
/gene="rcpA" 
/locus-tag="RL0214" 
/inf erence="similar to 
sequence: INSDC:AE0 17154" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt : Q8KQJ0 
(EMBL:AE017154) ; Haemophilus 
ducreyi.; rcpA; RcpA (Rough colony 
protein A) . ; length=Rough colony 
protein A; id 26.269; 453 aa 
overlap; query 62-499; subject 
31-455 similarity : f asta; 
with=UniProt:Q92T41 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE PILUS 
ASSEMBLY TRANSMEMBRANE PROTEIN.; 
length=511; id 60.433; 508 aa 
overlap; query 19-501; subject 
11-511" 

/codon-start=l 
/transl-table=ll 

/product="putative pilus assembly 
protein" 

/protein-id="CAK05703 .1" 

/db-xref ="GI : 115254629" 

/ db-xref ="GOA: Q1MMU9 " 

/db-xref ="UniProtKB/TrEMBL : Q1MMU9 " 

/ translation="MQMGNSMRRAGPLVTGCLSL 

AIGVSGMVPASFATLFAAGEARAD 

SDSLVRISQTGSNAHRRLKLGLNKAVWDLPEDA 

HDILVSDPTMADAVTRTSRRIYLF 

GKKVGQTNIFVFGAGGQEIVNLDIEIERDVSGLE 

VNLRRFIRDSNINVEIVSDNIVLT 

GTVRTPQDATQAADLAQVFLKGGEATTRTETASG 

TGGDSSVALFAEGRQSSQWNLLQ 

IEGEDQVTLKVTIAEVRREVLKQLGFDNLVSNSS 

GMTVAQLGSPSADSATATVGGGLA 

ALFKSSIGKYDISTYLNALEQAKWKTLAEPTLT 

AISGQAATFNSGGQQLYSTTDSDG 

NVTWPFNYGINLAFKPWLSSGRISLQIKTNVS 

EPVAGSGNATYQRRSAETSVELPS 

GGSIALAGLIRDNVSQTMGGTPGVSKIPLLGTLF 



247771. .247879 



misc-feature 247807 .. 247875 



misc-f eature 



misc-feature 248446 .. 249114 



gene 
CDS 



249273. .250025 
249273. .250025 



RQKGFERQETELVI IATPYLVRPV 
ARNQLNRPDDNFSPENDGATFFLNRVNKVYGRRE 
APVADAQFHGS I GF I YK " 
/gene="rcpA" 
/locus-tag="RL0214" 
/inf erence=" protein 
motif : SignalP-HMM: 2.0" 
/note="Signal peptide predicted 
for RL0214 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.995) 
with cleavage site probability 
0.396 between residues 37 and 38" 
/gene="rcpA" 
/locus-tag="RL0214" 
/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 13-35" 
/gene="rcpA" 
/locus-tag="RL0214" 
/ inf erence="protein 
motif :Pfam:PF0 49 72 .3" 
/note="Pfam match to entry 
PF04972.3 BON" 
/gene="rcpA" 
/locus-tag="RL0214" 
/ inf erence="protein 
motif :Pfam:PF0 0263 .9" 
/note="Pfam match to entry 
PF00263.9 Secretin-C" 
/gene="cpaD" 
/locus-tag="RL0215" 
/gene="cpaD" 
/locus-tag="RL0215" 
/inf erence="similar to 
sequence: INSDC:AE0 05958" 



/infe: 



= "si: 



to 



sequence :INSDC:AE0 0 7962" 
/note="similarity : f asta; 
with=UniProt:Q9L716 
(EMBL:AE005958) ; Caulobacter 
crescentus . ; cpaD; Pilus assembly 
protein CpaD.; length=225; id 
36.842; 133 aa overlap; query 
120-249; subject 91-218 
similarity : fast a; 
with=UniProt :Q8UIS2 
(EMBL:AE007962) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; ctpE; Components of type 
IV pilus (AGR-C-378p) . ; 
length=AGR-C- ( 250; id 55.3 49; 
215 aa overlap; query 28-241; 
subject 34-246" 
/codon-start=l 
/transl-table=ll 

/product="putative pilus assembly 
protein" 

/protein-id="CAK05704. 1" 
/db-xref="GI : 115254630" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMU8 " 
/ translation="MSGARAAAMAENRDQAMAHM 



NATTPRLGI SKALFATVAMS VAI L 
SGCAGPHDQLTTGGIPDDYRARHPI IVTEAEQTV 
DIPVASTDRRLTIAQRDLIRGFAA 
NYISRASGPVYVLSPQGSPNSAAAYQLRNQVRAE 
LTSRGIASSKIVNTSYAAVGPGDA 
APIRLSFTGTTAVTTQCGQWPKDISNDLTNQNYY 
NFGCASQNNLAAQIANPEDLVAPR 
GMTPIDAQRRNNAIQEYRTTTTTIEDAGDSGF " 

gene 250040 .. 251317 /gene="cpaE" 

/locus-tag="RL0216" 

CDS 250040. .251317 /gene="cpaE" 

/locus-tag="RL0216" 
/inf erence="similar to 
sequence: INSDC:AF2296 46" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note=" similarity : fast a; 
with=UniProt :Q9L715 
(EMBL:AF229646) ; Caulobacter 
crescentus . ; CpaE . ; length=517; id 
46.193; 394 aa overlap; query 
32-425; subject 124-517 
similarity : fast a; 
with=UniProt:Q92T40 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PUTATIVE RESPONSE 
REGULATOR PROTEIN. ; length=428; id 
72.406; 424 aa overlap; query 
1-424; subject 1-424" 
/ codon-start=l 
/transl-table=ll 

/product="putative pilus assembly 
protein" 

/protein-id="CAK05705.1" 

/db-xref="GI : 115254631" 

/db-xref="GOA:QlMMU7" 

/db-xref="UniProtKB/TrEMBL:QlMMU7" 

/ translation="MSAIEYEIRNPSELRNAEEA 

VRMADLENMRPLPRISVHAFCESE 

ALQHVMERC AN DRRVAKVSMR I T S GGVAAAANMF 

SGAPTPNLI ILETKANAANLLGEL 

APLAAVCDPTTKWI IGYYNDIGLYRELIRNGIS 

E YMVQPVAMP D I L T AMAS I F VDP D 

AEPLGRSIAFIGSKGGTGASTIAHNCAFGISNLF 

STETILADLDLPYGTANIDFDQDP 

AQGIAEAVFAPDRLDEVFLDRLLTKCSEHLSLLA 

APSLLDRAYDFDGQAFQPVLDVLQ 

RSAPVTVLDVPHAWSEWTRSVLSSVDEWIAAVP 

DLANLRNAKNMLDALRKMRPNDRP 

PHLILNQVGMPKRPEISPSDFCEPLEIDPIAIIP 

FDINLFGNAANSGRMI SEVDPKSP 

TAETFSQISHIVTGRVAIKKAKKGGLLGLLKRK" 

gene 251351 .. 252 826 /gene="cpaF" 

/locus-tag="RL0217" 

CDS 251351. .252826 /gene="cpaF" 

/locus-tag="RL0217" 
/inf erence="similar to 
sequence: INSDC : AF2296 46 " 
/inf erence="similar to 
sequence: INSDC :C9 73 85" 
/note="similarity : fasta; 



misc-feature 251714 .. 252586 



252832. .253839 
252832. .253839 



with=UniProt :Q9L714 
(EMBL:AF229646) ; Caulobacter 
crescentus . ; CpaF . ; length=501; id 
67.928; 502 aa overlap; query 
1-486; subject 1-501 
similarity : fasta; 

with=UniProt:Q8UIS4 (EMBL : C9 73 8 5 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; ctpG; Component 
of type IV pilus.; length=491; id 
84.615; 494 aa overlap; query 
1-489; subject 1-491" 
/codon-start=l 
/transl-table=ll 

/product="putative component of 
pilus" 

/protein-id="CAK05706 .1" 

/db-xref="GI : 115254632" 

/ db-xref ="GOA: Q1MMU6 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMU6 " 

/ translation="MFGKRGNEGSGKVGGAIAPP 

PPAPAAAP AAS S P S I LVEPS RE S A 

RQQVTPPQMQTPQRKRPARTDEYYDTKAQVFSAL 

IDTIDLSQLSKLDGESAREEIRDI 

VNDIITIKNFAMSISEQEELLEDICNDVLGYGPL 

EPLLAF 

GGKTIESEIRFRDNAQLLSICQRIVSQVGRRVDE 
SSPICDARLPDGSRVNVIAPPLSI 
DGPALTIRKFKKDKLTLDQLVRFGAITPEGATVL 
QIIGRVRCNWISGGTGSGKTTLL 
NCLTNYIDRDERVITCEDTAELQLQQPHWRLET 
RPPN I EGEGE I TMRDLVKNC LRMR 
PERI I VGEVRGPEVFDLLQAMNTGHDGSMGT I HA 
NTPRECLSRIESMIAMGGFTLPAK 
TVREIISSSVDWIQAARLRDGSRRITQITEVIG 
MEGDVI I TQDLMRYE I EGEDANGR 
L\ LAAALDA 
MEAKTKE" 
/gene="cpaF" 
/locus-tag="RL0217" 
/inf erence=" protein 
motif :Pfam:PF00437.9" 
/note="Pfam match to entry 
PF00437.9 GSPII-E" 
/locus-tag="RL0218" 
/locus-tag="RL0218" 
/inf erence="similar to 
sequence: INSDC : AJ58 46 09 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity: fasta; 
with=UniProt : Q6MRH4 
(EMBL:AJ584609) ; Bdellovibrio 
bacteriovorus . ; TadB; TadB protein 
(Flp pilus assembling protein).; 
length=Flp pilus assembling ( 291; 
id 24.806; 258 aa overlap; query 
87-335; subject 35-291 
similarity: fasta; 
with=UniProt :Q92T38 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 



252832. .252898 



misc-feature order ( 252847 . .252915, 
253153. .253212, 
253222. .253290, 
253657. .253716, 
253759. .253827) 



misc-feature 



253855. .254841 



253855. .254841 



meliloti) . ; HYPOTHETICAL 
TRANSMEMBRANE PROTEIN.; 
length=336; id 68.452; 336 aa 
overlap; query 1-335; subject 
1-336" 

/codon-start=l 
/transl-table=ll 

/product="putative pilus assembly 
protein" 

/protein-id="CAK05707. 1" 
/db-xref="GI : 115254633" 
/db-xref="GOA:QlMMU5" 
/db-xref="UniProtKB/TrEMBL:QlMMU5" 
/ translation="MFGFDPIVLAIWLAAVSAA 
AVAYALLFSKIEADKKSASRINRV 
KSAESDRVKVKAARDRVQELSKRRKSVQDNLKDL 
EKRQHEKTKKTVSMKSRLVQAGLT 
I TAAKFYL I SAVFASVL L L I ALWGAS LMVMI G I 
AWAGLGLPRWWGFLIKRRQTKF 
LNEFPNALDVITRSIKSGLPLNDAIRLIATEGTE 
PVKSEFLRVIEAQQVGLSIPDACA 
RMTIHMPLQEVNFFAIVIAIQSQAGGNLSEAIGN 
LSKVLRERRKMKAKVSALSMEAKA 
SAVIIGALPFIVATLVYMTSPNYMMILFTDPRGH 
FIMGVSAIWMSIGIFVMRNMVNFD I" 
/locus-tag="RL0218" 
/ inf erence="protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0218 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.999) 
with cleavage site probability 
0.707 between residues 23 and 24" 
/locus-tag="RL0218" 



/inf erence= "protein 

motif :TMHMM: 2.0" 

/note="5 probable transmembrane 

helices predicted at aa 6-28, 

108-127, 131-153, 276-295 and 

310-332" 

/locus-tag="RL0218" 
/inf erence=" protein 
motif :Pfam:PF0 0 482 .9" 
/note="Pfam match to entry 
PF00482.9 GSPII-F" 
/gene="tadC" 
/locus-tag="RL0219" 
/gene="tadC" 
/locus-tag="RL0219" 
/inf erence="similar to 
sequence: INSDC:AE0 0 7962" 
/inf erence="similar to 
sequence: INSDC : AY083157" 
/ note=" similarity : fast a; 
with=UniProt :Q8KQI5 
(EMBL:AY083157) ; Haemophilus 
ducreyi.; TadC.; length=2 81; id 
2 4.038; 312 aa overlap; query 



253855. .253948 



misc-feature order (253897 . .253965, 
254206. .254274, 
254302. .254370, 
254752. .254820) 



misc-feature 254410 .. 254808 



255044. 
255044. 



255676 
255676 



16-324; subject 4-276 
similarity : fast a; 
with=UniProt:Q8UIS6 
(EMBL:AE007962) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; ctpl; Components of type 
IV pilus (AGR-C-371p) . ; 
length=AGR-C- ( 32 8; id 74.39 0; 
328 aa overlap; query 1-328; 
subject 1-328" 
/codon-start=l 
/transl-table=ll 
/product="putative component of 
pilus protein" 
/protein-id="CAK05708 . 1" 
/db-xref="GI : 115254634" 
/db-xref="GOA:QlMMU4" 
/db-xref="UniProtKB/TrEMBL:QlMMU4" 
/ translation="MSQDLAATLTNPSMLIALLV 
AIAVFATFYTIAVPFFERGDLNKR 
MKAVSTEREQIRARERARMNTETGAGKASLRSQN 
NRSVRQIVERFNLRKALVDENTIN 
KLRAAGFRSENALNTFLVARFLLPFLFLALAAFW 
VFGLGNLAEKGTPIRLFAVIGVGY 
LGFYAPNIYISNRMGKRQHSIKRAWPDALDLMLI 
CVESGISIEAAMRRVSEELGEQSP 
ALAEEMVLTTAELSFLPDRRVALENLATRTQIEL 
VRSVTQALIQADRYGTPVAQALRV 
LAQEGRDERU11EAEKKAAALPPKLTVPMILFFLP 
VL I AVI LGPAG I QVADKF " 
/gene="tadC " 
/locus-tag="RL0219" 
/ infer ence= "protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0219 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.883) 
with cleavage site probability 
0.738 between residues 32 and 33" 
/gene="tadC" 



/locus-tag="RL0219" 
/ inf erence="protein 
motif :TMHMM: 2.0" 

/note="4 probable transmembrane 
helices predicted at aa 15-37, 
118-140, 150-172 and 300-322" 
/gene="tadC" 
/locus-tag="RL0219" 
/inf erence=" protein 
motif :Pfam:PF0 0 482 .9" 
/note="Pfam match to entry 
PF00482.9 GSPII-F" 
/locus-tag="RL022 0" 
/locus-tag="RL022 0" 
/inf erence="similar to 
sequence: INSDC : AE0 056 13 " 
/inf erence="similar to 
sequence: INSDC :AP0 050 79" 
/note="similarity : fasta; 



255044. .255119 



misc-feature order ( 255056 . .255124 
255161. .255229, 
255257. .255316, 
255374. .255442, 
255485. .255553) 



with=UniProt:RHTC-ECOLI 
(EMBL:AE005613) ; Escherichia coli 
0157 :H7.; rhtC; Threonine efflux 
protein.; length=206; id 35.749; 
207 aa overlap; query 6-205; 
subject 4-205 similarity : fasta; 
with=UniProt : Q8 7NK6 
(EMBL:AP005079) ; Vibrio 
parahaemolyticus . ; Putative 
threonine efflux protein.; 
length=211; id 37.879; 198 aa 
overlap; query 7-203; subject 
8-205" 

/ codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
efflux protein" 
/protein-id="CAK05709 .1" 
/db-xref="GI : 115254635" 
/ db-xref ="GOA: Q1MMU3 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMU3 " 
/translation="MS SAG I F I S I MAAL AVGAMS 
PGPSFVWSRIAISRSRLDGLAAA 
LGMGAGGWFAVLALAGLTALLSQFEWLYVLLKV 
AGGAYLVYIAVNIWRSAGQPLEVS 
DAVNGNRALRLSFMTALLTQLSNPKTI IVYASLF 
AAL LPRT VP L D L I VAL P L G VF AVE 
AGWYS I VAFAL SARHPRRLYLAAKGWI DRAAGAV 
MGGLGLRLILSGLSAR" 
/locus-tag="RL022 0" 
/ infer ence= "protein 
motif : SignalP-HMM: 2.0" 
/note="Signal peptide predicted 
for RL0220 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.993) 
with cleavage site probability 
0.697 between residues 26 and 27" 
/locus-tag="RL022 0" 



/infe: 



isc-feature 255086 .. 255661 



gene 
CDS 



ence="protein 
motif :TMHMM: 2.0" 
/note="5 probable transmembrane 
helices predicted at aa 5-27, 
40-62, 72-91, 111-133 and 148-170" 
/locus-tag="RL022 0" 
/inf erence=" protein 
motif :Pfam:PF01810 . 7" 
/note="Pfam match to entry 
PF01810.7 LysE" 
complement (255786 . .2566 /locus-tag="RL0221" 
19) 

complement (255786 . .2566 /locus-tag="RL0221" 
19) 

/inf erence="similar to 
sequence: INSDC:HS3 8 42 49" 
/note=" similarity : fasta; 
with=UniProt :Q8UIS7 
(EMBL:HS384249) ; Agrobacterium 
tumefaciens (strain C58/ATCC 



gene 256764 .. 258155 

CDS 256764. .258155 



33970).; Hypothetical protein 
Atu0215 (AGR-C-369p) . ; length=289; 
id 65.683; 271 aa overlap; query 
4-272; subject 20-289; 
hypothetical protein atu0215 
(agr-c-369p) " 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05710 . 1" 
/db-xref ="GI : 115254636" 
/db-xref="GOA:QlMMU2" 
/db-xref ="UniProtKB/TrEMBL : Q1MMU2 " 
/ translation="MPASLTTTITNRILQGAAAS 
L L VL AL AGC STTKDRMTTGSVPKL 
TKPVEEMDATELRSATDRLGQAYEKNPRDPVTGV 
NYANLLRMNGRDTQALAVMQQVAI 
ANPGDRNVLAAYGKAQAAAGQFQQALDTIGRAQT 
PDRPDWKL I S AQGAI LDQMGRAS D 
ARQRYRDALDIQPNEPSILSNLGMSYVLTGDLRT 
AETYLRSAASQPTADSRVRQNLAL 
WGLQGRFPEAEQIARRELSPQQADANVAYLRGM 
LSQQNSWQKLAAKDKTPQAGDSNT N" 
/locus-tag="RL0222" 
/locus-tag="RL0222" 
/inf erence="similar to 
sequence : INSDC : AEO 0 8 815" 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="Codons 120 to the 
C-terminus are similar to codons 
80 to the C-terminus of Salmonella 
typhimurium. PepB PEPB-SALTY 
(EMBL:AE008815) ( Peptidase B (EC 
3.4.11.23) (Aminopeptidase B) . ) , 
and to Rhizobium meliloti 
(Sinorhizobium meliloti) . PUTATIVE 
AMINOPEPTIDASE PROTEIN (EC 
3.4.-.-). Q92T36 (EMBL : SME59 1782) 
(EC ( 463) similarity : fasta; 
with=UniProt : PEPB-SALTY 
(EMBL:AE008815) ; Salmonella 
typhimurium.; pepB; Peptidase B 
(EC 3.4.11.23) (Aminopeptidase 
B).; length=EC 3.4.11.23; id 
40.625; 320 aa overlap; query 
122-430; subject 78-396 
similarity : fasta; 
with=UniProt:Q92T36 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PUTATIVE 
AMINOPEPTIDASE PROTEIN (EC 
3.4.-.-).; length=EC ( 463; id 
83.624; 458 aa overlap; query 
1-458; subject 1-458" 
/ codon-start=l 
/transl-table=ll 
/product="putative peptidase" 
/protein-id="CAK05711 . 1" 
/db-xref="GI : 115254637" 



misc-feature 257211 .. 258131 



258334. .258684 
258334. .258684 



misc-feature 258418 .. 258606 



gene 258696.-259553 
CDS 258696.-259553 



/db-xref="GOA:QlMMUl" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMU1 " 
/ translation="MAPYQFIERPTPFNTKGGST 
LPIFAVTPAHIETGTIDPIALDWA 
RRAGYKAESGSLLLIPTAEGHLGGALYGLGTNPS 
EQPYI TGRLARALPAGDWH I E TAP 
LTANRLALGFGLGSYRFDRYKSEKSPAATLMIPR 
D AD AAD IKRQLAGVFLARDLINTP 
TNDMGPNQLEAVFRGLAAHYKAEMSVISGDDLLT 
QNFPLVHTVGRASADAPRLLELRW 
GKKGHRKVTLVGKGVCFDTGGLDIKPAASMLLMK 
KDMGGAANVMG L ALMI MD AKL KVD 
LRVIVPWENAISSNAFRPGDIYRSRKGLTVQID 
NTDAEGRLILADALAYADEEEPEL 
LIDMATLTGAARVALGPDLPPFFTDDANLAHDLT 
EASLETDDPIWRLPLYSGYEKDIR 
TKF ADL TNAP AGGMAG A ITAALFL KRF VS KAK S W 
AHFDIYGWAQSERPHSPGGGEAQA 
I RALFHH I RE SLR" 
/locus-tag="RL0222" 
/ inf erence="protein 
motif :Pfam:PF00883.9" 
/note="Pfam match to entry 
PF00883.9 Peptidase-M17" 
/locus-tag="RL02 23" 
/locus-tag="RL02 23" 
/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt:Q92T35 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE TRANSCRIPTION 
REGULATOR PROTEIN. PUTATIVE 
TRANSCRIPTION REGULATOR PROTEIN.; 
length=114; id 79.825; 114 aa 
overlap; query 1-114; subject 
1-114" 

/ codon-start=l 

/transl-table=ll 

/product="putative MarR family 

transcriptional regulator" 

/protein-id="CAK05712 .1" 

/db-xref="GI : 115254638" 

/db-xref ="GOA: Q1MMU0 " 

/db-xref ="UniProtKB/TrEMBL : Q1MMU0 " 

/ translation="MPIELTASQALGLWHGVALD 

QVRHDDRDLTLRQMAILLHIYLVP 

PPHTVRGLAATLEVTKPVITRALDTMGEMGLVDR 

VRDDADRRNVI IKRTVGGALYLEN 

LGDLIRDQARRLPI " 

/locus-tag="RL02 23" 

/ inf erence="protein 

motif :Pfam:PF010 47. 8" 

/note="Pfam match to entry 

PF01047.8 MarR" 

/locus-tag="RL022 4" 

/locus-tag="RL022 4" 

/inf erence="similar to 

sequence: INSDC : BSEPEPI I " 

/inf erence="similar to 

sequence: INSDC :SME59 1782" 



/note="Similar , but extended at 
the N-terminus to Bacillus 
sphaericus. Dipeptidyl-peptidase 
VI (EC 3.4.22.-) (DPP VI) 
(Gamma-D-glutamyl-L- diamino acid 
endopeptidase II) 

(Gamma-D-glutamyl-MESO-diaminopime 
late peptidase II) (Endopeptidase 
II). DPP6-BACSH (EMBL : BSEPEPI I ) 
(EC 3.4 ( 271), and similar to 
entire protein of Rhizobium 
meliloti ( Sinorhizobium meliloti) . 
Hypothetical protein SMc02827. 
Q92KU2 (EMBL:SME591782) (284) 
similarity : fast a; 
with=UniProt : DPP6-BACSH 
(EMBL : BSEPEPI I ) ; Bacillus 
sphaericus. ; Dipeptidyl-peptidase 
VI (EC 3.4.22.-) (DPP VI) 
(Gamma-D-glutamyl-L- diamino acid 
endopeptidase II) 

(Gamma-D-glutamyl-MESO— diaminopime 
late peptidase II) (Endopeptidase 
II).; length=EC 3.4 ( 271; id 
26.667; 270 aa overlap; query 
37-274; subject 4-271 
similarity : fast a; 
with=UniProt :Q92KU2 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02827.; length=284; id 64.539; 
282 aa overlap; query 3-283; 
subject 4-284" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
dipeptidyl-peptidase" 
/protein-id="CAK05713 .1" 
/db-xref ="GI : 115254639" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMT9 " 
/ translation="MTMLDCRLHAYRSDLAEAGL 
EGKVE APRF T E G T P ARVAVP WAL 
RPEPDLARGIDTELLLGEDVTVFDRADGWCWVKA 
AS DGYVGYVKADAL LEGRPAATHI 
VTVQRTFLYPEPELRKPHQAILSMGSRIHVAGET 
E ARGNRYWL E DG T A I FAKHVQP I 
GALDGADYVEIVARFLETPYLWGGRSGLGIDCSG 
LVQLAMLMTGRAAPRDTDMQAAGL 
GQPIDRSELRRGDLVFWKGHVAVFEDPETILHAN 
GHSMTVARENFAAAVERIGWLYEQ 
PTGYRRPIS" 

misc-feature 259224 .. 259499 /locus-tag="RL0224" 

/ inf erence="protein 
motif :Pfam:PF00877. 8" 
/note="Pfam match to entry 
PF00877.8 NLPC-P6 0 " 

gene complement ( 259554 .. 2609 /locus-tag="RL0225" 

45) 

CDS complement (259554. .2609 /locus-tag="RL0225" 

45) 

/inf erence="similar to 



sequence: INSDC:AEO 0 82 41" 
/inf erence="similar to 
sequence : INSDC : RSAMDANTH" 
/note=" similarity : fast a; 
with=UniProt :Q53116 
( EMBL: RSAMDANTH ) ; Rhodococcus sp.; 
amdA; Enantiomerase-selective 
amidase.; length=462; id 28.755; 
466 aa overlap; query 5-459; 
subject 5-458 similarity : fasta; 
with=UniProt : Q8U7K8 
(EMBL:AE008241) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; gatA; Glutamyl-tRNA 
amidotransf erase subunit A 
(AGR-L-85 4p) . ; length=465; id 
73.160; 462 aa overlap; query 
1-461; subject 1-462" 
/codon-start=l 
/transl-table=ll 
/product="putative amidase" 
/protein-id="CAK05714. 1" 
/db-xref="GI: 1152546 40" 
/ db-xref ="GOA: Q1MMT8 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMT8 " 
/ translation="MTETDLTIHELRQRFADKSL 
SPLEYWLALEDHIAAWEPSISALY 
LYDPESARAQAKASTERWAKAETLGPLDGIPVTL 
KELIATKGQPVPSGTRAVELKPAD 
ADAPAAARLREDGAVIFAKTTCPDYGMLSSGLSS 
FHPLSRNPWDITQNPGGSSAGASA 
AAAAGYGPLHIGTDIGGSVRLPAGWTGIFGFKPS 
HGRI PADP YYVGRCVGPMART VE D 
AAFSMATLSRPDWRDGTSLPPNDFNWMDLDIDLS 
GMKIGLMLDAGCGLAVDDEIRTAV 
ETAAKQFEAAGATILSVQPVLTRAMLDGLDNFWR 
SRLWGDIADLDEERRDSILPYIRD 
WAMGGAD I S GVDAVRGFNQ TIEMRKSCGRLFTEV 
DALLSPTNPI I SYPAEWASPTNDP 
ALPFEHIGFTVPWNMSEQPAASINCGFSRSGMPI 
GLQIVGPRFDDMRVLRLSKAFEDW 
MGGVRSWPQPPIG" 

misc-feature complement ( 259623 .. 2608 /locus-tag="RL0225" 
76) 

/ inf erence="protein 
motif :Pfam:PF0142 5. 8" 
/note="Pfam match to entry 
PF01425.8 Amidase" 
gene complement ( 260982 .. 2618 /locus-tag="RL0226 " 

45) 

CDS complement (260982 . .2618 /locus-tag="RL0226 " 

45) 

/inf erence="similar to 
sequence: INSDC :AE0 0 82 41" 
/note="similarity : fasta; 
with=UniProt : Q8U7K9 
(EMBL:AE008241) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; ABC transporter, membrane 
spanning protein (AGR-L-856p) . ; 
length=2 73; id 6 8.773; 269 aa 
overlap; query 18-286; subject 



5-273" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
permease component of ABC 
transporter" 

/protein-id="CAK05715. 1" 

/db-xref="GI : 115254641" 

/ db-xref ="GOA: Q1MMT7 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMT7 " 

/ translation="MVPIASTAIAGRRRVFRLSR 

RMNLIAGAVI IGLLVAVALLSLVW 

TPLPPAKMQIIHKLQPPLAFGLLGTDQFGHDVLS 

MLMAGCWNSLSIAITAVTIGGTLG 

SIAGISAAAIRGPFEALLMRICDVIFALPPILSA 

MVLGAFLGPGRFTAITAIAVFMIP 

VFARVT L AT S L QAW S RD Y VT AARA IGNTRLTISL 

RHVLPNIISQI IVHGAIQLGLAIL 

TEAGLSFLGLGMAPPAPTWGRMLADAQTYLALAP 

WLAILPGLAIALTVFGFNMLGDGL 

RDLLDPREASR" 

misc-feature complement ( 260988 .. 2616 /locus-tag="RL0226 " 
08) 

/ in ference= "protein 
motif :Pfam:PF00528 .10" 
/note="Pfam match to entry 
PF00528.10 BPD-transp-1" 
misc-feature complement ( join (261039 . /locus-tag="RL0226 " 

.261107, 261165. .261233, 

261342. .261410, 

261423. .261491, 

261510. .261578, 

261714. .261782) ) 

/ in ference= "protein 

motif :TMHMM:2 . 0" 

/note="6 probable transmembrane 

helices predicted at aa 22-44, 

90-112, 119-141, 146-168,205-227 

and 247-269" 

gene complement ( 261849 .. 2627 /locus-tag="RL0227" 

96) 

CDS complement (261849 . .2627 /locus-tag="RL0227" 

96) 

/inf erence="similar to 
sequence: INSDC:AE0 0 82 41" 
/note=" similarity : fast a; 
with=UniProt :Q8U7L0 
(EMBL:AE008241) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; ABC transporter, membrane 
spanning protein (AGR-L-857p) . ; 
length=316; id 71.111; 315 aa 
overlap; query 1-315; subject 
1-315" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 

component of ABC transporter" 

/protein-id="CAK05716 .1" 

/db-xref="GI : 115254642" 

/db-xref ="GOA: Q1MMT6 " 

/db-xref ="UniProtKB/TrEMBL : Q1MMT6 " 



misc-f eature 



misc-f eature 



/ translation="MIPLLARRFVGLIVTLWVS 

LLIFAVMDLLPGDPASIMLGTSAT 

PETLAALRHSLGLDQPLLLRYGQWLAGVLSGDLG 

NSLTYGVPVAGLIVERLAVTLPLA 

LMAIVLSVAIALPLGVLAASRRGGIFDVIATLFS 

QISIAVPAFWVALLLI ILFSTMLG 

LMPAGGFPGWSAGLTPALQALVMPAVALAMPQAG 

VLTRVARSAVLDTMHEDFARTAVA 

KGLSRSAVLWRHIVPNALIPILTMIGLQFTFLVA 

GAVLVENVFNLPGLGRLALQALSQ 

RDIIVMQDWLFFAGLVIVMNFIVDLSYMAIDPR 

MRKAA" 

complement (261858 . .2625 /locus-tag="RL0227" 
14) 

/inf erence=" protein 
motif :Pfam:PF00528 . 10" 
/note="Pfam match to entry 
PF00528.10 BPD-transp-1" 
/locus-tag="RL022 7" 



complement (join (261876 
.261944,262026. .262094. 



262200. 
262311. 
262440. 
262704. 



262268, 
262379, 
262508, 
262772) ) 



gene 
CDS 



complement (262908. 
37) 

complement (262908 . 
37) 



/inf erence= "protein 
motif :TMHMM: 2.0" 
/note="6 probable transmembrane 
helices predicted at aa 9-31, 
97-119, 140-162, 177-199,235-257 
and 285-307" 
.2644 /locus-tag="RL0228" 

.2644 /locus-tag="RL0228" 

/inf erence="similar to 
sequence: INSDC:HS1 8 4254" 
/note="Similar , but truncated at 
the N-terminus, to Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970). ABC transporter, substrate 
binding protein (AGR-L-861p) . 
Q8U7L1 (EMBL:HS184254) (540) 
similarity : fast a; 
with=UniProt :Q8U7L1 
(EMBL:HS184254) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; ABC transporter, 
substrate binding protein 
(AGR-L-861p) . ; length=540; id 
74.168; 511 aa overlap; query 
1-509; subject 30-540" 
/codon-start=l 
/transl-table=ll 

/product=" putative solute-binding 

component of ABC transporter" 

/protein-id="CAK05717 . 1" 

/db-xref="GI : 115254643" 

/ db-xref ="GOA: Q1MMT5 " 

/db-xref ="UniProtKB/TrEMBL : Q1MMT5 " 

/ translation="MIKLSFAPSARLARRLSLSA 

ALSAGLVMTAMTPAEAAKTTLNLG 

MSVEPTGLDPTIAAPVAIGQVIWQNVFEGLVTID 



QAGKIQPQLAKSWEISPDGLTYTF 
KLQTGVKFHDGEAFDAASAKFSLDRARGADSVNP 
QKRFFAS IAS I DTPDAETLVLHL S 
APTGSLIYWLGWPASVMVAPKTAADDKTTPVGTG 
PFKFASWAKGDKVELARNADYWNK 
DAAAKL DKVTFRF I ADPQAQ AAAL K S G D L D AF P E 
FAAPELMSSFDGDARLVTRIGNTE 
LKWAGMNTAKKPFDDKRVRQALMMAI DRKTVID 
GAWSGLGTPIGSHYTPNDPGYQDM 
TGVLPYDVEKAKALLAEAGYPNGFTFTIKSPQMA 
YAPRSAQVMQAMFAE I GVTMN I EP 
TEFPAKWVQD I MKDRNFDMT I VAHAEP L D I D I YA 
RDP YYFNYKNP AFNALMKKVQE T A 
DP AAQ SAIYGEAQKILAE D VP AL Y L F VMP KL G VW 
DKKLKGLWENEPIPSNVLSGVSWD E" 
misc-feature complement ( 262917 .. 2643 /locus-tag="RL0228" 
98) 

/ inf erence="protein 
motif :Pfam:PF00496 .8" 
/note="Pfam match to entry 
PF00496.8 SBP-bac-5" 
sig-peptide complement ( 264326 .. 2644 /locus-tag="RL0228" 

37) 

/inf erence= "protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0228 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.965 between residues 36 and 37" 
gene complement ( 264588 .. 2655 /locus-tag="RL0229 " 

08) 

CDS complement (264588. .2655 /locus-tag="RL0229 " 

08) 

/inf erence="similar to 
sequence: INSDC : AE0 093 72 " 
/note="Similar to Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970) . Transcriptional regulator, 
LysR family. Q8U7L2 
(EMBL:AE009372) (332) 
similarity: f asta; 
with=UniProt :Q8U7L2 
(EMBL:AE009372) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Transcriptional 
regulator, LysR family.; 
length=332; id 75.168; 298 aa 
overlap; query 1-298; subject 
33-330" 

/codon-start=l 

/transl-table=ll 

/product="putative LysR family 

transcriptional regulator" 

/protein-id="CAK05718 . 1" 

/db-xref="GI : 115254644" 

/ db-xref ="GOA: Q1MMT4 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMT4 " 

/ translation="MQIRALMYFDELVRTNSMRQ 

AAENLNVAPTAISRQIENLEYHFG 

APLVERSARGVKLTAAGELLAARAGRTLRELDHV 

QQLIEDLKGLQRGRVSIYANGATV 



misc-f eature 



misc-f eature 



ANLLAPALAEF S LKYPKLRFTVT I T SARQAI DAV 

NSAEADIAVTLFAPPMSGTKVRLR 

SEIGYDLIATPQHPAAAHAEIPLRMLADYALALP 

DQSFGFRQAFDALFEKEGLSLDPV 

FVT S SLEMLKE LVL S GAAVT L LP AL TVRRE I E AG 

QLLAIPLAGKTGIRTHVDLCVAPD 

RQLSFAATKLLDFIERFMRERTNRRAETKD" 

complement (264624. .2652 /locus-tag="RL0229 " 

53) 

/ inf erence="protein 
motif :Pf am:PF03 466 .5" 
/note="Pfam match to entry 
PF03466.5 LysR-substrate" 

complement (265323 . .2655 /locus-tag="RL0229 " 

02) 

/inf erence= "protein 
motif :Pfam:PF0 0126 . 10" 
/note="Pfam match to entry 
PF00126.10 HTH-1 " 

complement (265565. .2665 /locus-tag="RL0230" 

60) 

complement (265565. .2665 /locus-tag="RL0230" 
60) 

/inf erence="similar to 
sequence: INSDC:AE0 173 02" 
/inf erence="similar to 
sequence: INSDC : HS666251 " 
/note="similarity : f asta; 
with=UniProt :Q72KS9 
(EMBL:AE017302) ; Thermus 
thermophilus (strain HB27/ATCC 
BAA-163/DSM 7039).; Endo-type 
6-aminohexanoate oligomer 
hydrolase.; length=33 0; id 42.72 4; 
323 aa overlap; query 11-328; 
subject 12-324 similarity : f asta; 
with=UniProt : Q8UCD3 
(EMBL:HS666251) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu2565.; length=334; id 72.755; 
323 aa overlap; query 6-325; 
subject 6-328; putative peptidase" 
/ codon-start=l 
/transl-table=ll 
/product=" endo-type 
6-aminohexanoate oligomer 
hydrolase" 

/protein-id="CAK05719 .1" 

/db-xref="GI : 115254645" 

/ db-xref ="GOA: Q1MMT3 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMT3 " 

/ translation="MPDLLNLITDIEGVSVGHAT 

DLVLGSGVTVIVFDEPWASGTVL 

GGAPGGRDTGL LDP SMT VNAVDAF VL S GG S AF GL 

DAAGGVQAGLRELGRGFAVGPVRI 

PIVPQAILMDLLNGGDKDWGLHSPYRDMGYTALQ 

AAAKGTFALGTTGAGTGATTATVK 

GGLGSASAVSSAGHRVAAIVAVNALGSATIGDGP 

HFWAAPFEKDAEFGGLGMPDVADH 

RMRLKGMNTPATTIGAWTDAQLTKAEAHRLSLA 

GHDGFARALLPAHLPLDGDTVFAA 



S TARHQRDDMA SLMELCHLATI VMARA I ARG V Y A 
ATALPVEGAQKAWRDRYAS S S " 
misc-f eature complement ( 265574 .. 2665 /locus-tag="RL0230" 
48) 

/ inf erence="protein 
motif :Pfam:PF035 76 .3" 
/note="Pfam match to entry 
PF03576.3 Peptidase-S58" 
gene complement ( 266793 .. 2670 /locus-tag="RL0231" 

68) 

CDS complement (266793 . .2670 /locus-tag="RL0231" 

68) 

/inf erence="similar to 
sequence : INSDC : HS665250 " 
/note=" similarity : fast a; 
with=UniProt : Q8UCE1 
(EMBL:HS665250) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu2557 (AGR-C-4631p) . ; length=72; 
id 71.429; 63 aa overlap; query 
23-85; subject 6-68" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05720 . 1" 

/db-xref="GI : 1152546 46" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMT2 " 

/ translation="MTFVLLSTVPDKSIRHGCAY 

RAAGVL S MKKQV I E Y AG VP VG I V I 

PDEDRLKFIAVKFHVHDLDEQRFGSPDEVRLAIH 

DLMTRRHPKPLHA" 

gene complement ( 267509 .. 2704 /locus-tag="RL0232 " 

30) 

CDS complement (267509 . .2704 /locus-tag="RL0232 " 

30) 

/inf erence="similar to 
sequence : INSDC : PCDGD" 
/inf erence="similar to 
sequence: INSDC :SME59 1791" 
/note="C-terminus from codon 545 
is similar to Burkholderia cepacia 
(Pseudomonas cepacia) . dgdA 
DGDA-BURCE (EMBL: PCDGD) ( 
2, 2-dialkylglycine decarboxylase 
(EC 4.1.1.64) (DGD) . ) , and entire 
protein is similar to Rhizobium 
meliloti ( Sinorhizobium meliloti) . 
PUTATIVE AMINOTRANSFERASE PROTEIN 
(EC 2.6.1.-) . Q92MC9 
(EMBL:SME591791) (( 975) 
similarity : fast a; 
with=UniProt : DGDA-BURCE 
(EMBL : PCDGD ) ; Burkholderia cepacia 
(Pseudomonas cepacia) . ; dgdA; 
2, 2-dialkylglycine decarboxylase 
(EC 4.1.1.64) (DGD).; length=432; 
id 34.339; 431 aa overlap; query 
549-970; subject 6-429 
similarity : fast a; 
with=UniProt :Q92MC9 



(EMBL:SME591791) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; PUTATIVE 
AMINOTRANSFERASE PROTEIN (EC 
2.6.1.-).; length=( 975; id 
64.928; 978 aa overlap; query 
1-973; subject 1-975" 
/ codon-start=l 
/transl-table=ll 
/product=" putative 
aminotransferase" 
/protein-id="CAK05721 . 1" 
/db-xref="GI : 115254647" 
/ db-xref ="GOA: Q1MMT1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMT1 " 
/ translation="MTDEALVDRMALPRPDVTAT 
DVEEILLAHYSLSGRLAELGSQQD 
RNYRVD SDRGRYVLKIC HAAYE I RE L E AQN AA I R 
HLKSRQGAPRVPKVI ATNDGRE IV 
VL T VRGQG YQ VRL L E Y L E GQG L T E L T Y L AP AS VA 
ALGALCARLAQALADFNHPGLDRS 
LQWDLRRAGPVAVQLLSAITDSAARDRIAKTMVM 
AVRRIQPLAPALRLQAVHHDVTGD 
NWGHRDAHGHI IPDGVIDFGDI IRGWLVGDLAV 
TCASLLHQADGDPFYILPAVTAYQ 
AIYPLSEEELKALWPLIVARAVILVASGEQQISV 
DPDNDYVRGNLDRERAIFDTAMSV 
PFDLMEAAILKAAGADVAAPETSGWLPLLPDIDP 
AGIAYVDLGVRSPHFSAGNWLNTD 
MDWRLLARMATENGTAATRYGEYRLSRAGTARGQ 
ATCALHVDICLAAGSAIAAPFAGR 
IGWKDQHLTLAGDNMTLHLDGLDLSVDDGAEIAA 
GDSLGTVFGEASSLGGLRVQLCSV 
AGLEPPLFASPRAAAAWSVLCPSPSLLLSPQADA 
PQPETAALFARRRAHLARPQKNYY 
AAPPQIERGWKEHLFDVEGRAYLDMVNNVTILGH 
GHPRFAAAIGAQWLRLNTNSRFHY 
AAI TEF SERLAAL S P DGL DAVF L VN S G S E AND L A 
LRLAQAHSGARNMLCLLEAYHGWS 
AASDAVSTSIADNPQAPTTRPDWVHTIVSPNTYR 
GDFRGPDTAAD YLGMATPVLEAI D 
AAGEGLAGFIAESVYGNAGGIPLPEGYLKELYAQ 
VRARGGLC I ADEVQVGYARLGHYF 
WGFQQQGWPD 1 1 TVAKGMGNGHPLGAVI TTRE I 
AQSLEKEGTFFSSTGGSPVSCVAG 
MTVLDIMAEEKLQENARTVGDHLKARLAAL I DRH 
PIAGAVHGMGLYLGLEFVRDRTTL 
EPATEETAAICDRLLELGVIMQPTGDHQNVLKIK 
PPLCLSIDSADFFADMLEKVLEEG W" 
misc-feature complement ( 267512 .. 2687 /locus-tag="RL0232 " 
56) 

/ inf erence="protein 
motif :Pfam:PF0 02 02 . 8" 
/note="Pfam match to entry 
PF00202.8 Aminotran-3" 
gene complement ( 270544 .. 2714 /gene="purU" 

28) 

/locus-tag="RL0233" 
CDS complement (270544. .2714 /gene="purU" 

28) 

/locus-tag="RL0233" 
/EC-number= "3.5.1.10" 



/inf erence="similar to 
sequence: INSDC:C36 8 71" 
/inf erence="similar to 
sequence: INSDC:HS6 552 52" 
/note="similarity : fasta; 
with=UniProt : PURU-ECOLI 
(EMBL:C36871) ; Escherichia coli.; 
purU; Formyltetrahydrof olate 
deformylase (EC 3.5.1.10) 
(Formyl-FH(4) hydrolase).; 
length=280; id 37.993; 279 aa 
overlap; query 5-281; subject 
8-280 similarity : fasta; 
with=UniProt : Q8UCL9 
(EMBL:HS655252) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970) . ; purU; 

Formyltetrahydrof olate deformylase 
(AGR-C-4474p) . ; length=294; id 
83.673; 294 aa overlap; query 
1-294; subject 1-294" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
formyltetrahydrof olate 
deformylase" 

/protein-id="CAK05722 .1" 
/db-xref="GI : 115254648" 
/db-xref ="G0A: Q1MMT0 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMT0 " 
/ translation="MTSYVLTVSCKSTRGIVAAI 
SSYLADKGCNIVDSSQFDDLDTGK 
FFTRVSFISEEGVPLAELKEGFEPICKRFAMDAE 
IHDG11AR11KYLL11VSRFGHCLNDL 
LYRWKIGALPIDIVGWSNHFDYQKVWNHDIPF 
HHIKVTKENKLQAEGQIMDIVEQT 
GTEL I VLARYMQVL S DAMCQKMS GK I INIHHSFL 
PSFKGANPYKQAYGRGVKLIGATA 
HYVTADLDEGPI IEQDTARITHAQSPDDYVSIGR 
D VE S Q VL AR A IHAHIHHRTFLNGN 
RTWFPASPGGYASERMG" 
misc-feature complement ( 270640 .. 2711 /gene="purU" 
73) 

/locus-tag="RL0233" 
/ inf erence="protein 
motif :Pfam:PF0 0551 .8" 
/note="Pfam match to entry 
PF00551.8 Formyl-trans-N" 
misc-feature complement ( 271186 .. 2714 /gene="purU" 
19) 

/locus-tag="RL0233" 
/inf erence=" protein 
motif :Pfam:PF01842 . 8" 
/note="Pfam match to entry 
PF01842.8 ACT" 
gene complement ( 271645 .. 2726 /gene="exoZ" 

64) 

/locus-tag="RL023 4" 
CDS complement (271645. .2726 /gene="exoZ" 



/locus-tag="RL023 4" 
/inf erence="similar to 



sequence: INSDC:B9 59 75" 
/note="Similar, but extended at 
the N-terminus, to Rhizobium 
meliloti ( Sinorhizobium meliloti) . 
exoZ EXOZ-RHIME (EMBL : B959 75 ) ( 
Exopolysaccharide production 
protein exoZ.) , and to length=335 
AAQ87046 ( id 36.812) 
similarity : fast a; 
with=UniProt : EXOZ-RHIME 
(EMBL:B95975) ; Rhizobium meliloti 
(Sinorhizobium meliloti).; exoZ; 
Exopolysaccharide production 
protein exoZ.; length=317; id 
36.364; 297 aa overlap; query 
37-328; subject 13-301 
similarity : fast a; 

with=UniProt :AAQ8 7 0 46; length=335; 
id 36.812; 345 aa overlap; query 
5-339; subject 7-333; putative 
expolysaccharide biosynthesis 
protein" 
/codon-start=l 
/transl-table=ll 
/product=" exopolysaccharide 
production protein exoz" 
/protein-id="CAK05723 .1" 
/db-xref="GI: 1152546 49" 
/db-xref="GOA:QlMMS9" 
/db-xref="UniProtKB/TrEMBL:QlMMS9" 
/ translation="MLVQLQYLRAIAALMWYFH 
AVL Q L AKVNP AVD AT AF VY G E T G V 
DIFFVLSGFVMWLTTSGRGMSPIDFARRRIKRIV 
P L YWL AT LF S AT VAL VAP SLLKST 
VFDLPHLAASLFFLPWANPADPSTITPVWPGWT 
LNYEMFFYFIFALLLPLQEARRIP 
AMFAVFAVILIACRLLPETTVTRFYGEPIMLEFL 
AGWLGWLYGQKVLLPNRWAWAAL 
AMGFAFLFINEALMPPESRFYAWGIPAIFIVYGA 
ISIDFSKLPVIGWLNYLGDCSYSI 
YITHAFTLAFLRVAADRLPIGILQQPVLFVILSL 
VLSSIGGAI IHEITSPRRRKVAVA SRPPA" 
misc-feature complement ( 271672 .. 2726 /gene="exoZ" 
61) 

/locus-tag="RL023 4" 
/inf erence=" protein 
motif :Pfam:PF01757.9" 
/note="Pfam match to entry 
PF01757.9 Acyl-transf-3" 
misc-feature complement ( join (271705 . /gene="exoZ" 

.271773,271816. .271884, 

271903. .271956, 

271984. .272043, 

272056. .272124, 

272137. .272190, 

272209. .272277, 

272368. .272436, 

272494. .272562, 

272590. .272646) ) 

/locus-tag="RL023 4" 
/inf erence= "protein 
motif :TMHMM:2 . 0" 



/note="10 probable transmembrane 
helices predicted at aa 7-25, 
35-57, 77-99, 130-152,159-176, 
181-203, 208-227, 237-254, 261-283 
and 298-320" 

gene complement ( 272824 .. 2740 /locus-tag="RL0235" 

14) 

CDS complement (272824. .2740 /locus-tag="RL0235" 

14) 

/inf erence="similar to 
sequence : INS DC : AEO 1 1898" 
/inf erence="similar to 
sequence : INSDC : XC2251 1 " 
/note=" similarity : fast a; 
with=UniProt:Q56771 
(EMBL:XC22511) ; Xanthomonas 
campestris . ; gumE; GumE.; 
length=432; id 28.571; 399 aa 
overlap; query 1-384; subject 
17-402 similarity : fasta; 
with=UniProt:Q8PJF0 
(EMBL:AE011898) ; Xanthomonas 
axonopodis (pv. citri).; gumE; 
GumE protein.; length=433; id 
27.990; 393 aa overlap; query 
6-384; subject 23-402" 
/codon-start=l 
/transl-table=ll 

/product="putative transmembrane 
exopolysaccharide biosynthesis 
protein" 

/protein-id="CAK05724. 1" 
/db-xref="GI: 115254650" 
/db-xref="GOA:QlMMS8" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMS 8 " 
/ translation="MLWLGLLSVLYNGILAFINH 
NIVPLSLTHVAASEGLIMASAI I Y 
ILHKGIYETDLPAFLFLLFTLIVTIYVSVLNRML 
FIDHFRNVLI IFCFTGLGGWSNEK 
TMKLAFRWASLAVMIFLIFEI ISVPFYVSIVHPS 
DYFANTRGLLPLSYNTTGLFQNAL 
GFPERFSFGI IDHRSSSIFLEQVSLANFCGVIAV 
YLISMWEKLSRWDRLLMIGTAVLI 
LVTNDTRTML I FCFAC I VGYFVFPKI PKNFNL AL 
MPLIVAAGFLVYVLKPNATGDNFT 
GRINLTMKKIMELDPLAVLGLSVDRVAEFADSGY 
VYLIYAATIFGVIALWLFVCLFPA 
GRT AAQRRC AH SLSLFIFLNMMI GG T AVF S MK I A 
GLLWFWGYMRFHDSPRIRQDRPA DVLS" 
misc-feature complement ( join (272893 . /locus-tag="RL0235" 



.272961, 


.273019. .273087, 


273217. 


.273273, 


273292 . 


.273387, 


273415. 


.273483, 


273616. 


.273684, 


273775. 


.273843, 


273877. 


.273936, 


273946. 


.274014) ) 



/inf erence=" protein 

motif :TMHMM:2 . 0" 

/note="9 probable transmembrane 

helices predicted at aa 35-57, 



gene 
CDS 



complement (274119 
01) 

complement (274119 
01) 



misc-feature complement ( 274233 . 
78) 



complement (275096 . 
01) 



275304. 
275304. 



276911 
276911 



61-80, 92-114, 145-167,212-234, 
244-275, 282-300, 344-366 and 
386-408" 
.2752 /locus-tag="RL0236" 

.2752 /locus-tag="RL0236" 

/inf erence="similar to 
sequence: INSDC:AF233 448" 
/note="similarity : fasta; 
with=UniProt : Q9F0G8 
(EMBL:AF233 448) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; endS; Endoglucanase 
precursor.; length=364; id 49.008; 
353 aa overlap; query 10-359; 
subject 15-364" 
/codon-start=l 
/transl-table=ll 

/product=" putative carboxymethyl 
cellulase" 

/protein-id="CAK05725. 1" 
/db-xref="GI: 115254651" 
/db-xref="GOA:QlMMS7" 
/db-xref="UniProtKB/TrEMBL:QlMMS7" 
/ trans lation="MLRFAAIARMPMKTTRHLTA 
L L LAAAL IPS P AL AAE AP CYRGVN 
LSGGEYGERGGIYGTNYTYPSEDTIGYFAEKGMT 
I IRLPFRWERLQPALGGRLDEDEL 
KRIKDTIGLIRKHGMAVLLDPHNFGYYDKTQVGT 
APATDAAFGDFWARLAVEFANQDG 
VLFGLMNEPHDIKATDWLDAANAAIRSIRAVGAR 
NL I LVPGTAWS GAGS WEKDVI GGA 
NGTVMLGVRDPLDFYAYEVHQYLDADSSGTHPTC 
EGAGAAVAAINGVTAWLKQNHKRG 
FLGEFGASADKDCMSGLTEIYATMSDNSDVWLGW 
SYWAAGDWWPANEPFNVQPRKGPE 
RPQMRLLAEVAKAGAGTC S AVKPAGK " 
.2750 /locus-tag="RL0236" 

/inf erence=" protein 
motif :Pfam:PF0 0150 .7" 
/note="Pfam match to entry 
PF00150.7 Cellulase" 
.2752 /locus-tag="RL0236" 

/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0236 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
1.000 between residues 34 and 35" 
/locus-tag="RL023 7" 
/locus-tag="RL023 7" 
/inf erence="similar to 
sequence: INSDC:AE0 09 744" 
/note=" similarity : fasta; 
with=UniProt : Q8YAW9 
(EMBL:AE009744) ; Brucella 
melitensis.; SUCCINOGLYCAN 
BIOSYNTHESIS TRANSPORT PROTEIN 



misc-feature 275571 .. 276032 



misc-feature order ( 2 756 1 9 . .275687, 
276792. .276860) 



277070. 
277070 . 



277402 
277402 



EXOP.; length=572; id 30.784; 536 
aa overlap; query 5-50 7; subject 
26-560" 

/codon-start=l 
/transl-table=ll 
/product= "putative 
exopolysaccharide related 
transporter" 

/protein-id="CAK05726 .1" 

/db-xref="GI : 115254652" 

/db-xref="GOA:QlMMS6" 

/db-xref="UniProtKB/TrEMBL:QlMMS6" 

/ translation="MNQYDRNRVSRLPDWRSFEP 

SQTAPEGVRVRSPVIRPDDFVRPS 

PEPAPPPFVPPASIAETRQYEPPAPPPPKPPVVD 

APPNAEPAAAAPLLDLRSSIAAIW 

SRRLIVFGLALL G AL AGG AVAP LIAQKFTAVSSL 

YFDPRQIGLADAGAQSSGPSPEMI 

SALIDSQVQILTSGNVLRRVAEAMKLDQDPEFTG 

GRTDGAALIGTLQKALVITREAST 

YWSLAATTNDPEKSARLANQWTSFTEEENSAS 

NGIYENTSSTLDGRLDDLRQKVLE 

AEQAVETFRADNDMAATEGNLISDQRLLSLNTLL 

VTAQEKT I Q AK ARAD AVAN L RVE D 

I VAGNQAEGGVT SPLVSLRQQYAT QAAAVG S L E S 

QMGTRHPRLQAARSSLQS I SVEIR 

GELQRLATSARGEYEQAKAAEDSIAKELAVQKAL 

HAS S S DKQVELNE LQRKAT AARD I 

YETVLKRSSQTSEEQNLNQSNIRVISPAEPPVKA 

DGPGKKILLVAGIIGGFLAGFWG 

AGFAILAGLFGHPVIRSYFRKSSAAAA" 

/locus-tag="RL023 7" 

/ infer ence= "protein 

motif :Pfam:PF02706 .5" 

/note="Pfam match to entry 

PF02706.5 Wzz" 

/locus-tag="RL023 7" 

/ inf erence="protein 
motif :TMHMM: 2.0" 
/note="2 probable transmembrane 
helices predicted at aa 106-128 
and 497-519" 
/locus-tag="RL023 8" 
/locus-tag="RL0238" 
/inf erence="similar to 
sequence :INSDC:AE0 0 8995" 
/note="similarity : fasta; 
with=UniProt :Q8UIT0 
(EMBL:AE008995) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0212.; length=128; id 34.722; 
72 aa overlap; query 41-108; 
subject 48-119" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05727. 1" 
/db-xref="GI : 115254653" 
/db-xref="UniProtKB/TrEMBL:QlMMS5" 



277070. .277139 



complement (277814. 
72) 

complement (277814. 
72) 



/ 1 r an s 1 a t i o n = " MRL LMML L I S L AAVP G L AP A 
SAFAVDWTKSVDSGVQPLYPYKGL 
PGVKAQPDKKEEESYNCRTETVQIRRRYDEIFRS 
GGMP T LMYVCE RDGF VT TGGKVP L RGHYQPVR" 
/locus-tag= "RL023 8" 
/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0238 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.996 between residues 24 and 25" 
2785 /locus-tag="RL0239" 

2785 /locus-tag="RL0239" 

/inf erence="similar to 
sequence: INSDC : SSD9 0 1 " 
/note="similarity : fasta; 
with=UniProt:P72897 (EMBL : SSD9 0 1 ) ; 
Synechocystis sp. (strain PCC 
6803).; Slrl619 protein.; 
length=249; id 45.267; 243 aa 
overlap; query 10-246; subject 
7-244" 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05728 . 1" 
/db-xref="GI: 115254654" 
/db-xref="UniProtKB/TrEMBL:QlMMS4" 
/ trans lation="MTTKDDRLEFEAHKREMS LA 
LGKDEASFQQSLNTLIGLDKFDYS 
YLWSWMGVPIIQLPVDILATQEVIWETKPDVIIE 
TGIARGGSLIFMASILAAMGNDAA 
KWGVDIDIRAHNRESIETHPMSSRIKMIQGGSV 
DDDVI VAVKAE I PP S ARVMWL D S 
DHSYEHVLAECRAYGPLVTEGCYLWADTFIGHL 
TEEQAFTKRSKVWLRGNEPLKAVT 
DYLAETDRFEVDPVLNGKLVL S S SPGGYCVCRKA 



misc-f eature 



gene 
CDS 



complement (277823 . 
72) 



complement (278605, 
53) 

complement (278605. 
53) 



.2785 /locus-tag="RL0239" 

/ inf erence="protein 
motif :Pfam:PF0 49 89 .2" 
/note="Pfam match to entry 
PF04989.2 Cmcl" 
.2797 /locus-tag="RL0240" 

.2797 /locus-tag="RL0240" 

/inf erence="similar to 
sequence: INSDC :AF0 47478" 
/inf erence="similar to 
sequence: INSDC :SSD901" 
/note="similarity : fasta; 
with=UniProt : 06 8 3 9 2 
(EMBL:AF047478) ; Brucella 
melitensis.; perA; Perosamine 
synthetase.; length=367; id 
35.484; 341 aa overlap; query 



19-359; subject 17-352 
similarity : fast a; 

with=UniProt:P72893 (EMBL : SSD9 0 1 ) ; 
Synechocystis sp. (strain PCC 
6803).; rfbE; Perosamine 
synthetase.; length=378; id 
73.829; 363 aa overlap; query 
3-365; subject 4-366" 
/codon-start=l 
/transl-table=ll 
/product="putative perosamine 
synthetase" 

/protein-id="CAK05729 .1" 
/db-xref="GI : 115254655" 
/db-xref="UniProtKB/TrEMBL:QlMMS3" 
/ translation="MTNRIFYTKPSITQLETDYA 
TDAAATGWGAHCYDYINRFERDFK 
TYLGSGFAIATSSCTGAMHMGLAALGVGEGDEVI 
L ADTNWVAT VS P I VH L G AKP VF VD 
VLPDSWCIDPSEVERHITPKTKAI IATHLYGNLC 
DMDALLEIGQRTGIPVIEDAAEAV 
GSVWNGRRAGSMGTFGTFSFHGTKTLTTGEGGMF 
VTNDAALSERVLTLSNHGRARGQT 
KQFWPDEIGFKYKMSNIQAAIGCAQLERIEELVA 
RKREILAAYMVRLSALPGISMNPE 
Y, 'jTI 11' "1 IE T A"F HP S T G T TRE I MQQAFE AAN 
IDARVFFYPLSSLSMFEDRPENVN 
AWSIPGRAINLPSYHDMSEADIDRVAATLLDVAG 
GRIYHNRTALRQSV" 
misc-feature complement ( 278662 .. 2797 /locus-tag="RL0240" 
26) 

/inf erence= "protein 
motif :Pfam:PF01041 .7" 
/note="Pfam match to entry 
PF01041.7 DegT-DnrJ-EryCl" 
gene 280053 .. 280805 /locus-tag="RL0241" 

CDS 280053. .280805 /locus-tag="RL0241" 

/inf erence="similar to 
sequence: INSDC : SSD9 0 1 " 
/note="similarity : f asta; 
with=UniProt:P72897 (EMBL : SSD9 0 1 ) ; 
Synechocystis sp. (strain PCC 
6803).; Slrl619 protein.; 
length=249; id 43.145; 248 aa 
overlap; query 7-246; subject 
8-246" 

/ codon-start=l 
/transl-table=ll 

/product="onserved hypothetical 
protein" 

/protein-id="CAK05730 . 1" 

/db-xref="GI : 115254656" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMS2 " 

/ translation="MTTKDDRQEFEANKREMSLA 

LGRDTDVFRQTLDTLVSLDKYDYS 

YLWSWMGMPIIQMPADVMATQEVIWATKPDVIVE 

TGVARGGSMIFQAAMLQLIGKGKV 

VGVDIDIRAHNRQAIESHPMAHRVELIEGPSTSA 

E IMAKVKAS I PEGASVMVI L D S DH 

SKAHVLDELRNYAPLVTDGQYLWADTILGRYEP 

SQVPTKRSKVLLPGDEPLVALNDY 

LQETDRFELDTI INGKLVLSSSPGGYLRCVRS " 



misc-feature 280101 .. 280799 /locus-tag="RL0241" 

/ inf erence="protein 
motif :Pfam:PF04989 .2" 
/note="Pfam match to entry 
PF04989.2 Cmcl" 

gene 280888 .. 281466 /gene="wbbJ" 

/locus-tag="pRL02 41A" 

CDS 280888. .281466 /gene="wbbJ" 

/locus-tag="pRL02 41A" 
/EC-number="2 .3 . 1 .-" 
/inf erence="similar to 
sequence :INSDC:AE0 0 41 13" 
/inf erence="similar to 
sequence: INSDC:HS96 82 15" 
/note=" similarity : fast a; 
with=UniProt : WBBJ-ECOLI 
(EMBL:HS968215) ; Escherichia 
coli.; wbbJ; Putative 
lipopolysaccharide biosynthesis 
O-acetyl transferase wbbJ (EC 
2.3.1.-).; length=196; id 25.455; 
165 aa overlap; query 27-185; 
subject 40-195 similarity : fasta; 
with=UniProt:Q06962 
(EMBL:AE004113) ; Vibrio cholerae.; 
rfbO; RfbO protein 
(Acetyltransf erase RfbO, 
CysE/LacA/LpxA/NodL family).; 
length=188; id 45.109; 184 aa 
overlap; query 4-187; subject 
3-186" 

/codon-start=l 
/transl-table=ll 
/product="putative 
lipopolysaccharide biosynthesis 
O-acetyl transferase" 
/protein-id="CAK05731 . 1" 
/db-xref="GI : 115254657" 
/db-xref="GOA:QlMMSl" 
/db-xref="UniProtKB/TrEMBL:QlMMSl" 
/ translation="MHLGSTFYDETELRSLPFRH 
LGANVKIKRTAGLFFVENISIMDD 
ARIDDFTIIVASREHVEIGCNVHIASQCYISGSD 
GFVMEDFSGLAPGVKIYTSSDDYT 
GEKMTNPTLPRHLIGGPAGKWLRKHVI IGSNSV 
VLPKVTIEEGSSVGSLSLVNKSLP 
AWGVYAG I P VRRLRDRS QN ILILEKELGASRA" 
gene complement ( 281701 .. 2829 /locus-tag="RL0242" 

39) 

CDS complement (281701 . .2829 /locus-tag="RL0242" 

39) 

/inf erence="similar to 
sequence: INSDC:AE0 0 8 79 2" 
/inf erence="similar to 
sequence: INSDC : SSD9 0 1 " 
/note=" similarity : fasta; 
with=UniProt : RFBV-SALTY 
(EMBL:AE008792) ; Salmonella 
typhimurium . ; rfbV; 0 antigen 
biosynthesis abequosyltransf erase 
rfbV (EC 2.4.1.-).; length=333; id 
32.386; 176 aa overlap; query 



6-159; subject 3-170 
similarity : fast a; 

with=UniProt:P72899 (EMBL : SSD9 0 1 ) ; 
Synechocystis sp. (strain PCC 
6803).; Slrl063 protein.; 
length=689; id 30.180; 222 aa 
overlap; query 6-225; subject 
9-220" 

/codon-start=l 
/transl-table=ll 
/product="putative 0 antigen 
biosynthesis protein" 
/protein-id="CAK05732 .1" 
/db-xref="GI : 115254658" 
/db-xref="UniProtKB/TrEMBL:QlMMSO" 
/ translation="MSGIKLSICIPTYNREAYLR 
NALTYCENDYTFTFPFEIVICDNA 
STDGTQQWEEFIARGQPIRYYKRETNAGAAANV 
TSALRLGKGEYLIYLADDDMLIAD 
AVADTIRYLDNNQEVTCAHAPWFFYDEVAKTDIE 
KFYNVEEDRKFPHGSFGDVFQYIC 
EGHIFPEIAIYRSSALRSAWIPREFCFYPFPFLA 
HFLDQGAVSFLQRPFYRS I VNSAI 
ARDRPQEGTNDVMTSWDRYRGGLEYFLYMGVKRG 
AMTLTPETHLKYEEMCKVFTLNRM 
AVAFRFWAERKNF IKAYELYTRIMWGGMLNHPEI 
RNFRERLPLMVAIQTLVSEVNSAI 
GIDTLLLGGFSEITALEGLMRELGLNEKVKMTVK 
LSDSPLES T AVF VS VN S DREYFVA 
LGYLPNLVFHEHDLSRHI IM" 
misc-feature complement ( 282400 .. 2829 /locus-tag="RL0242" 
21) 

/ infer ence= "protein 
motif :Pf am: PF0 0535. 10" 
/note="Pfam match to entry 
PF00535.10 Glycos-transf-2" 
gene complement ( 282936 .. 2834 /locus-tag="RL0243" 

39) 

CDS complement (282936 . .2834 /locus-tag="RL0243" 

39) 

/inf erence="similar to 
sequence: INSDC : AP0 0359 1 " 
/inf erence="similar to 
sequence: INSDC : RME59 19 85 " 
/ note=" similarity : fast a; 
with=UniProt :P96449 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; ExpA8 (Putative 
dTDP-4-dehydrorhamnose 
3, 5-epimerase protein) (EC 
5.1.3.13).; length=187; id 44.898; 
147 aa overlap; query 1-145; 
subject 13-159 similarity : fasta; 
with=UniProt : Q8YT9 4 
(EMBL:AP003591) ; Anabaena sp. 
(strain PCC 7120).; rfbC; 
DTDP-4-dehydrorhamnose 
3, 5-epimerase . ; length=189; id 
47.134; 157 aa overlap; query 
1-157; subject 14-170" 
/ codon-start=l 



/transl-table=ll 
/product= "putative 
dTDP-4-dehydrorhamnose 
3, 5-epimerase protein" 
/protein-id="CAK05733 .1" 
/db-xref="GI : 115254659" 
/ db-xref ="GOA: Q1MMR9 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMR9 " 
/translation="MEVDARSDDRGMFARTFDAQ 
TFAAQGLVPVYPQCNVSQNHKRGT 
LRGMHYQAEPRPEIKLVRATRGRVFDVALDLRPD 
SPSYLKWASVELDAIRHNAFYIPA 
GCAHGFLTLEDDCELYYQMSETYVPELARGVRWD 
DPAFS IAWPFTPS I INERDAALDS YGQETSL" 
misc-feature complement ( 282948 .. 2834 /locus-tag="RL0243" 
27) 

/inf erence=" protein 
motif :Pfam:PF00908 . 7" 
/note="Pfam match to entry 
PF00908.7 dTDP-sugar-isom" 
gene complement ( 283475 .. 2847 /locus-tag="RL0244" 

10) 

CDS complement (283475. .2847 /locus-tag="RL0244" 

10) 

/inf erence="similar to 
sequence: INSDC : AF1 70 8 8 0 " 
/inf erence="similar to 
sequence: INSDC:RME591985" 
/note="similarity : f asta; 
with=UniProt:Q9L9E7 
(EMBL:AF170880) ; Streptomyces 
sphaeroides . ; NovU.; length=42 0; 
id 37.778; 405 aa overlap; query 
6-410; subject 11-414 
similarity : fast a; 
with=UniProt :Q92U91 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Putative NDP-hexose 
3-C-methyltransf erase protein.; 
length=410; id 55.231; 411 aa 
overlap; query 3-410; subject 
2-410" 

/codon-start=l 

/transl-table=ll 

/product= "putative 

methyltransf erase" 

/protein-id="CAK05734. 1" 

/db-xref="GI : 115254660" 

/ db-xref ="GOA: Q1MMR8 " 

/db-xref ="UniProtKB/TrEMBL : Q1MMR8 " 

/ translation="MTAHNCRFCNAPLKHRFVDL 

GSTPLANAYLTEEQLKLPEPSYPL 

RAFVCTECWLVQADAFVPPE D I F SHYAYF S S Y S D 

GWVEHARQFT I MARERFGL DAT S Q 

VIEVASNDGYLLKHFVEAGVPVLGIEPAENVAEV 

ARQIGVPTEARFFGKETAADLVSR 

GLAADIVIGNNVLAHVPDINDFVGGLSAVLKPDG 

WSVEFPHLLRLMENIQFDTVYHE 

HFYYLSLLAVEKVFAAHGLKVFDVEELPTHGGSL 

RVLACRATSMVHAIGHGLAKVRAD 

EAAAGFDKVETYEAFQSRVAPIKDGLLAFLTEAK 



RSGKKVAAYGAAAKGNTLLNFCGV 
GTDLIEYWDRNPHKQGHFLPGSKLPIYAPEKMD 
ETQPDYVL I LP WN I KNEWAAN S R 
VGAWGGRF AVAVPE L T VL G " 
gene complement ( 284707 .. 2857 /locus-tag="RL0245" 

80) 

CDS complement (284707. .2857 /locus-tag="RL0245" 

80) 

/EC-number="4 . 2.1.45" 
/inf erence="similar to 
sequence : INS DC : AEO 0 8 792" 
/inf erence="similar to 
sequence: INSDC : RME59 19 85 " 
/note=" similarity : fast a; 
with=UniProt : RFBG-SALTY 
(EMBL:AE008792) ; Salmonella 
typhimurium . ; rfbG; 
Order edLocusNames=STM2 0 9 1 ; 
CDP-glucose 4 , 6-dehydratase (EC 
4.2.1.45) . CDP-glucose 
4, 6-dehydratase (EC 4.2.1.45).; 
length=359; id 45.714; 350 aa 
overlap; query 8-352; subject 
5-353 similarity : fasta; 
with=UniProt :Q92U92 
(EMBL:RME591985) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Putative CDP-glucose 
4, 6-dehydratase protein (EC 
4.2.1.45).; length=356; id 50.720; 
347 aa overlap; query 8-352; 
subject 8-352" 
/ codon-start=l 
/transl-table=ll 
/product="putative CDP-glucose 
4, 6-dehydratase" 
/protein-id="CAK05735. 1" 
/db-xref="GI : 115254661" 
/ db-xref ="GOA: Q1MMR7 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMR7 " 
/ translation="MEAMGLTDFWNGRRVFLTGH 
TGFKGSWLSLWLEKLGAEVTAVSL 
EPETNPSLYGRLAPWNGQGHHIADIREAATFKQH 
FIDFEPEIVI HMAAQAL VRRS YEN 
PTETFATNVMGTANVLDAVRETPSVKTALWTSD 
KVYANNGSGVPFVETDMLGGKDPY 
SNSKACTELWRSYRDSFFKGRDIKLATVRAGNV 
IGGGDWSKDRLIPDFIRAFESSQP 
ILLRYPEAIRPWQHVLEPLGGYLAFAEALTLAGE 
QELPEALNFGPDPQSFATVSELAE 
ALGLAHGVNDVWKPALGKHLPEAPALTLSSALAL 
SAIGWRPRLGLKQT I DWTAAWYKA 
NREGADMRAFSLGQIAAYEETIS " 
gene complement ( 285762 .. 2865 /gene="ddhA" 

35) 

/locus-tag="RL02 46" 
CDS complement (285762. .2865 /gene="ddhA" 

35) 

/locus-tag="RL02 46" 
/EC-number= "2.7.7.33" 
/inf erence="similar to 
sequence: INSDC : AEO 16923 " 



/inf erence="similar to 
sequence: INSDC:YE46 8 59" 
/note="similarity : fasta; 
with=UniProt : Q56 8 6 0 
(EMBL:YE46859) ; Yersinia 
enterocolitica (type 0:8).; DdhA. ; 
length=261; id 58.984; 256 aa 
overlap; query 1-256; subject 
5-260 similarity: fasta; 
with=UniProt : Q7NR9 1 
(EMBL:AE016923) ; Chromobacterium 
violaceum. ; ddhA; 
Glucose-1 -phosphate 
cytidylyltransf erase (EC 
2.7.7.33).; length=256; id 63.672; 
256 aa overlap; query 1-256; 
subject 1-256" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
glucose-1 -phosphate 
cytidylyltransf erase" 
/protein-id="CAK05736 .1" 
/db-xref="GI : 115254662" 
/db-xref ="GOA: Q1MMR6 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMR6 " 
/ translation="MKWILAGGLGSRLAEETSI 
RPKPLVE I GGMP I LWH IMS I YAHH 
GLNDF I ICAGYKGYL IKEYFVNLVLHHND I TVDL 
ASNS INYHGGTRPNWRVTWDTGM 
YSMTGGRLGRIRDHLTPGEPFCMTYGDGVGDIDI 
AAEVAFHRSHGLKATMCAVTPPGR 
YGATNIEGQFITSFVEKPRGDGQRINGGFFVLDP 
SWDLIPSDDTIWEAGPLEWLAAN 
NQLAAFKHDGFWQPMDTLRERNQLEELWSSGKAP 
WKLWA" 

misc-f eature complement ( 285819 .. 2865 /gene="ddhA" 

32) 

/locus-tag="RL02 46" 
/ inf erence="protein 
motif :Pfam:PF00483 .9" 
/note="Pfam match to entry 
PF00483.9 NTP-transferase" 
gene complement ( 286621 .. 2870 /locus-tag="RL0247" 

04) 

CDS complement (286621 . .2870 /locus-tag="RL0247" 

04) 

/note="no significant database 
hits" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAK05737. 1" 
/db-xref="GI : 115254663" 
/ db-xref ="UniPr ot KB/ TrEMBL : Q1MMR5 " 
/ translation="MVAGLKSLDVFSRRQPTKGG 
EFRDPEAGEFRDSEVGFFLRPTRR 
AFARRQSAGYLTLFYQDRPRLVGSIAPAWRPLVK 
LEGRAFGQTGCLERQAVPLLNARP 
AKRAAVGSHTPASLAQERNRIPGQG" 
gene complement ( 287084 .. 2873 /locus-tag="RL0248" 

74) 



complement (287084 
74) 



complement (287614. 
00) 

complement (287614. 
00) 



287869. .288288 
287869. .288288 



287869. .287935 



complement (288300 . 
62) 

complement (288300. 
62) 



.2873 /locus-tag="RL0248" 

/note="no significant database 
hits" 

/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAK05738 . 1" 
/db-xref="GI : 115254664" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMR4 " 
/ tr anslat ion="MIRYATSAASNPPPPKAREV 
SAAEPPVEMSRTKPVIEVASAGAA 
LAAYPLLPSGESDELGSDTLPKTTKPPRRAATKR 
KPKVAEADDAPLQLSLEA" 
.2877 /gene="tRNA-Leu" 

.2877 /gene="tRNA-Leu" 

/product="tRNA-Leu" 
/note="anticodon CAG" 
/locus-tag="RL02 49" 
/locus-tag="RL02 49" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : f asta; 
with=UniPr ot : Q9 2 SV2 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; Hypothetical protein 
SMc00338.; length=175; id 39.640; 
111 aa overlap; query 31-139; 
subject 71-175" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 

exported protein" 

/protein-id="CAK05739 .1" 

/db-xref="GI : 115254665" 

/db-xref ="UniProtKB/TrEMBL : Q1MMR3 " 

/ translation="MLAPRTLLLAGLLAILTPAI 

AGADSLKLGKPGVGPLNTGSTLCD 

FRGCFGFGPQQWHRPAYVQPNYRPRGAGPTYYRP 

GAAGPPQLTYDPPPAQRVQPKARD 

MNRHAAWCSNEYRSYNPRTDRFLTYEGIYKTCRS 

PYR" 

/locus-tag="RL02 49" 
/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0249 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.698 between residues 23 and 24" 
.2886 /locus-tag="RL0250" 

.2886 /locus-tag="RL0250" 

/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : fasta; 
with=UniProt :Q92SU7 
(EMBL:SME591783) ; Rhizobium 



meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc00345.; length=93; id 82.796; 
93 aa overlap; query 24-116; 
subject 1-93" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05740 .1" 

/db-xref="GI : 115254666" 

/ db-xref ="GOA: Q1MMR2 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMR2 " 

/ trans lation="MLCEGDCAHAPQALNLSKRK 

DIAMTEKARVTILYCTQCNWLLRA 

SWMAQELLHTFSDSLGEVALIPATGGNFEIRVNG 

DLIWERKRDGGFPGPRELKQRVRD 

IVEPGRDLGHVDRASLES " 

misc-feature complement ( 288309 .. 2886 /locus-tag="RL0250 " 
17) 

/ inf erence="protein 
motif :Pfam:PF05169.2" 
/note="Pfam match to entry 
PF05169.2 Seleno-W-rel" 
gene 288797 .. 289573 /locus-tag="RL0251 " 

CDS 288797. .289573 /locus-tag="RL0251 " 

/inf erence="similar to 
sequence: INSDC : AB177545" 
/inf erence="similar to 
sequence: INSDC :AE0 0 79 63" 
/note="similarity : f asta; 
with=UniProt :Q60GF4 
(EMBL:AB177545) ; Comamonas 
acidovorans (Pseudomonas 
acidovorans ) . ; ORF7NB; Glutamine 
amidotransf erase . ; length=256; id 
29.464; 224 aa overlap; query 
30-239; subject 28-236 
similarity : fast a; 
with=UniProt :Q7D1W7 
(EMBL:AE007963) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; AGR-C-389p.; length=254; 
id 55.603; 232 aa overlap; query 
14-245; subject 23-254" 
/codon-start=l 
/transl-table=ll 
/product="putative glutamine 
amidotransf erase" 
/protein-id="CAK05741 .1" 
/db-xref="GI : 115254667" 
/db-xref ="GOA: Q1MMR1 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMR1 " 
/ translation="MVSSRDRPYQEEPMRVAVIE 
NMRNTGLGALAAALDEAGAE I EWF 
RVWRDGILPKDISGHDALWLGGEQSALDDETHP 
YLPELVRLARRFGDAGKAVLGICL 
GSQILARAYGADNHLGIAREFGWHGIGVTAEGRA 
DPLLSPLGGEFTIFEWHADTFSLP 
EGAVRLASSPVAENQAFRIGRAVYGTQFHFEANS 
AWAQWKAEFPDTIARIAPGWLEN 
H AE L AARH AG AAD AAG LAI ARAW V S L I EQEEVEM 



misc-feature 288857 .. 289396 



gene 
CDS 



289585. .290133 
289585. .290133 



misc-feature 289807 .. 289860 



misc-feature 



misc-feature 289975 .. 290028 



LSQASA" 

/locus-tag="RL0251" 
/inf erence= "protein 
motif : Pf am : PFO 0 1 1 7 . 1 0 " 
/note="Pfam match to entry 
PF00117.10 GATase" 
/gene="nodL" 
/locus-tag="RL02 52" 
/gene="nodL" 
/locus-tag="RL02 52" 
/EC-number = " 2.3.1.-" 
/inf erence="similar to 
sequence: INSDC : AE0 0 7232 " 
/inf erence="similar to 
sequence : INSDC :AE0 0 796 8" 
/note="similarity : fasta; 
with=UniProt :NODL-RHIME 
(EMBL:AE007232) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; nodL; Nodulation 
protein L (EC 2.3.1.-).; 
length=183; id 48.370; 184 aa 
overlap; query 1-182; subject 

1- 182 similarity : fasta; 
with=UniProt :Q8UIJ1 
(EMBL:AE007968) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; nodL; Nodulation protein 
L (AGR-C-527p) . ; length=179; id 
70.391; 179 aa overlap; query 

2- 180; subject 1-179" 
/codon-start=l 
/transl-table=ll 
/product="putative nodulation 
protein" 

/protein-id="CAK05742 .1" 

/db-xref="GI: 11525466 8" 

/ db-xref ="GOA: Q1MMR0 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMR0 " 

/ translation="MLASERDKMAAGEWYCCLDD 

ELDLLRRQARLAVHAHNTLPADER 

GAVAPALRALF AQAAP D I F I E APFHC S YG I N I T L 

GERVYFNAGCTVLDSGRVTIGDRS 

MFGPGVQIYCAEHHKEPALRSTGIEIARPVTIGS 

DVWIGGSAI ILGGITIGDGAIVGA 

GAWTRDVPAGAT WGNP AR I R " 

/gene="nodL" 

/locus-tag="RL02 52" 

/inf erence=" protein 

motif :Pf am: PFO 0132 .9" 

/note="Pfam match to entry 

PF00132.9 Hexapep" 

/gene="nodL" 

/locus-tag="RL02 52" 

/inf erence=" protein 

motif :Pf am: PFO 013 2 .9" 

/note="Pfam match to entry 

PF00132.9 Hexapep" 

/gene="nodL" 

/locus-tag="RL02 52" 

/inf erence= "protein 

motif :Pfam:PF0 0132 .9" 



/note="Pfam match to entry 
PF00132.9 Hexapep" 
/gene="nodL" 
/locus-tag="RL02 52" 
/ inf erence="protein 
motif :Pfam:PF0 0132 .9" 
/note="Pfam match to entry 
PF00132.9 Hexapepl" 
/gene="gf a" 
/locus-tag="RL02 53" 
/gene="gf a" 
/locus-tag="RL02 53" 
/inf erence="similar to 
sequence: INSDC:PD3 43 46" 
/inf erence="similar to 
sequence: INSDC:SME59 1789" 
/note="Similar to Paracoccus 
denitrif icans . Gfa GFA-PARDE 
(EMBL:PD34346) 
(Glut at hi one-dependent 
formaldehyde-activating enzyme (EC 
4.4.-.-).), and similar, but 
extended at the N-terminus, to 
Rhizobium meliloti ( Sinorhizobium 
meliloti) . Hypothetical protein 
SMc04177. Q92K68 (EMBL : SME59 1789) 
(153) similarity : fasta; 
with=UniProt : GFA-PARDE 
(EMBL:PD34346) ; Paracoccus 
denitrif icans . ; gfa; 
Glutathione-dependent 
formaldehyde-activating enzyme (EC 
4.4.-.-).; length=193; id 25.175; 
143 aa overlap; query 40-173; 
subject 30-163 similarity : fasta; 
with=UniProt :Q92K68 
(EMBL:SME591789) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; Hypothetical protein 
SMc04177.; length=153; id 76.712; 
146 aa overlap; query 29-174; 
subject 1-146" 
/ codon-start=l 
/transl-table=ll 
/product=" putative 
glutathione-dependent 
formaldehyde-activating enzyme" 
/protein-id="CAK05743 .1" 
/db-xref ="GI : 115254669" 
/ db-xref ="GOA: Q1MMQ9 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMQ9 " 
/ translation="MPANGRDDLAISTASKAPLD 
QKANREDIMSERTLPMEGGCRCGR 
VRLKISAPPLLTMACHCTGCQKMTSSGYSLSAAI 
PSEGFEVTQGEPVIGGLHGVTKHY 
FCPHCMSWMFTRPEGMDWCVNLRVTMLDDPSWFT 
PFIETWTSEKLSFAETGAVHSYEA 
LPEMEAYEGLVKEYMGRG " 
/gene="gf a" 
/locus-tag="RL02 53" 
/inf erence= "protein 
motif :Pfam:PF0 482 8 .3" 



/note="Pfam match to entry 
PF04828.3 DUF636" 
gene complement ( 290983 .. 2928 /gene="lepA" 

15) 

/locus-tag="RL0254" 
CDS complement (290983. .2928 /gene="lepA" 

15) 

/locus-tag="RL0254" 
/inf erence="similar to 
sequence: INSDC:HS03 422 4" 
/inf erence="similar to 
sequence :INSDC:SME59 17 83" 
/note="similarity: fasta; 
with=UniProt : LEPA-ECOLI 
(EMBL:HS034224) ; Escherichia 
coli.; lepA; GTP-binding protein 
lepA.; length=599; id 56.928; 599 
aa overlap; query 12-610; subject 
1-597 similarity : fasta; 
with=UniProt : LEPA-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; lepA; GTP-binding 
protein lepA. ; length=608; id 
93.894; 606 aa overlap; query 
5-610; subject 3-608" 
/codon-start=l 
/transl-table=ll 
/product="putative GTP-binding 
protein" 

/protein-id="CAK05744. 1" 

/db-xref="GI : 115254670" 

/ db-xr e f = " GOA : Q 1MMQ 8 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMQ8 " 

/ translation="MARMSTNSTTPLSHIRNFSI 

VAHIDHGKSTLADRLIQTTGGLAE 

REMSEQVLD111-ID IEREFG I T H'A'i'T* TLHY'jAlin 

GEKYILNLI DTPGHVDF AYE VS RS 

LSACEGSLLWDASQGVEAQTLANVYQAIDNNHE 

IVTVLNKIDLPAAEPDRIKEQIEE 

VIGIDASEAVLISAKTGLGIPDVLEAIVHKLPAP 

KSPGGDKAPLKALLVDSWYDAYLG 

VMVLVRVIDGVLTKGQTVRMMGTDAKYQVERVGV 

LTPKMVNIDRLGPGEIGFITASIK 

EVADTRVGDTITEDKRPTAQALPGFKPAQPWFC 

GLFPVDAADFEDLRAAMGKLRLND 

ASFSFEMESSAALGFGFRCGFLGLLHLEI IQERL 

EREFDLDLIATAPSWYKMFMTDG 

TERELHNPADMPDWKISEIHEPWIRATILTPDD 

YLGGILKLCQDRRGIQIELTYVGT 

RAMLTYDLPLNEWFDFYDRLKS I SKGYASFDYT 

LTDHREGNLVKMS I LVNGEPVDAL 

SMMVHRTAAEKRGRDMCEKLKEL I PKHMFKI P I Q 

AAI GGNVI ARE T I S ALRKDVT ARC 

YGGDATRKRKLLDKQKAGKKRMRQFGKVEIPQEA 

FIAALKMGDE" 

misc-feature complement ( 290992 .. 2913 /gene="lepA" 
18) 

/locus-tag="RL0254" 
/ inf erence="protein 
motif :Pfam:PF06421 . 1" 
/note="Pfam match to entry 



misc-f eature complement ( 291319 . 
85) 



misc-f eature 



complement (291952 . 
64) 



misc-feature complement ( 292231 . 
79) 



gene 
CDS 



complement (292892. 
93) 

complement (292892 . 
93) 



misc-feature complement ( 292910 . 
51) 



PF06421.1 LepA-C" 
.2915 /gene="lepA" 

/locus-tag="RL0254" 
/ inf erence="protein 
motif :Pfam:PF00679 .10" 
/note="Pfam match to entry 
PF00679.10 EFG-C" 
.2921 /gene="lepA" 

/locus-tag="RL0254" 
/inf erence=" protein 
motif :Pfam:PF0314 4. 8" 
/note="Pfam match to entry 
PF03144.8 GTP-EFTU-D2" 
.2927 /gene="lepA" 

/locus-tag="RL0254" 
/inf erence= "protein 
motif :Pfam:PF00009 .10" 
/note="Pfam match to entry 
PF00009.10 GTP-EFTU" 
.2935 /locus-tag="RL0255" 

.2935 /locus-tag="RL0255" 

/inf erence="similar to 
sequence : INSDC : A39184" 
/inf erence="similar to 
sequence: INSDC :AE006 856" 
/note="similarity : f asta; 
with=UniProt : TENA-BACSU 
(EMBL:A39184) ; Bacillus subtilis.; 
tenA; Transcriptional activator 
tenA.; length=236; id 33.663; 202 
aa overlap; query 34-231; subject 
22-218 similarity: f asta; 
with=UniPr ot : Q9 7VM4 
(EMBL:AE006856) ; Sulfolobus 
solf ataricus . ; tenA-2; 
Transcriptional activator 
(TenA-2).; length=tenA-2 ; id 
37.559; 213 aa overlap; query 
20-232; subject 9-215" 
/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="CAK05745. 1" 
/db-xref="GI : 115254671" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMQ7 " 
/ translation="MMDASTQSTDTTGSFTAAAW 
DRIAPIMAEIEALPLLQRLSDGTL 
PPEVFRHYILQDALYLKHYARCLAIVAAKAPDNA 
QVLRFLGSAQKAITVEQGLHAGFL 
TQFGITSANVTSAEPSPAGFAYTNFLLATAYHSS 
YAVALSSILPCFWIYWHVGEAIKN 
RPVIEGNAFQAWINTYGDPQFAAGAREVIALTDM 
AARAAS P VE RAQMT D VF I R A S Q Y E 
WMF WD S AWRQE T WP V " 
.2935 /locus-tag="RL0255" 



293730. .294308 
293730. .294308 



misc-feature 293778 .. 293942 



294333. .294851 
294333. .294851 



/inf erence=" protein 
motif :Pfam:PF03 0 70 .4" 
/note="Pfam match to entry 
PF03070.4 TENA-THI-4 " 
/locus-tag="RL02 56" 
/locus-tag="RL02 56" 
/inf erence="similar to 
sequence : INS DC : AE0 0 899 7" 
/note=" similarity : fast a; 
with=UniProt : Q8UIP8 
(EMBL:AE008997) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Transcriptional 
regulator.; length=193; id 69.271; 
192 aa overlap; query 5-192; 
subject 2-193" 
/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="CAK05746 .1" 
/db-xref="GI : 115254672" 
/ db-xref ="GOA: Q1MMQ6 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMQ6 " 
/ trans lation="MDWKMEPELEQAIGIRIRTL 
RQEKALTLDDL. R 
IERAEASPTASLLARICAALGLSLSAFFAEEGQA 
SPLARRQEQQVWRDPETGYIRRSV 
SPPGTPSDVDIVEVEFPPGARVSFPPHASAHGMT 
QHIWLFDGELEMTAGEAVYRLRPG 
DCLFMPVGEGHVFHNPGNAPARYCWLNRGGR" 
/locus-tag="RL0256" 
/inf erence= "protein 
motif :Pfam:PF01381 .9" 
/note="Pfam match to entry 
PF01381.9 HTH-3 " 
/locus-tag="RL0257" 
/locus-tag="RL0257" 
/inf erence="similar to 
sequence: INSDC:AE0 0796 4" 
/inf erence="similar to 
sequence : INSDC : PSTTRG" 
/note="similarity : f asta; 
with=UniProt : TTR-PSESZ 
( EMBL: PSTTRG ) ; Pseudomonas 
syringae (pv. tabaci).; ttr; 
Acetyltransf erase (EC 2.3.1.-) 
(Tabtoxin resistance protein).; 
length=EC 2.3.1.-; id 39.412; 170 
aa overlap; query 4-171; subject 
6-173 similarity: fasta; 
with=UniProt : Q8UIP7 
(EMBL:AE007964) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Acetyltransf erase 
(AGR-C-420p) . ; length=172; id 
70.175; 171 aa overlap; query 
1-171; subject 1-171" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
acetyltransf erase" 



/protein-id="CAK05747. 1" 

/db-xref="GI : 115254673" 

/ db-xref ="GOA: Q1MMQ5 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMQ5 " 

/ translation="MPGIRILSAEEARAAVPALS 

EVLVDCVAGGASVGFMQPYGPDDA 

E P Y WRD VAD AVAT G AN L L L VAE LDGRIVGTVQVG 

AAQMPNQPHRGDLKKLLVHRSARG 

KGL ARL LMDAAERE AAGRGKT L LVLDTATGSDAE 

AIYPRLGWQRVGVIPDYALWPEGG 

FCATTLFYKRLA" 

misc-feature 294519 .. 294767 /locus-tag="RL0257" 

/ infer ence= "protein 
motif :Pfam:PF00583 .9" 
/note="Pfam match to entry 
PF00583.9 Acetyltransf-1" 

gene complement ( 294867 .. 2954 /locus-tag="RL0258 " 

78) 

CDS complement (294867. .2954 /locus-tag="RL0258 " 

78) 

/inf erence="similar to 
sequence: INSDC : OCA82 447 " 
/inf erence="similar to 
sequence: INSDC :SME59 1790" 
/note="similarity : f asta; 
with=UniProt : Q6LBD3 
(EMBL:OCA82447) ; Oligotrophia 
carboxidovorans (Pseudomonas 
carboxydovorans) . ; Hydrolase of 
HAD-superf amily . ; length=236; id 
26.425; 193 aa overlap; query 
2-180; subject 4-186 
similarity: f asta; 
with=UniProt :Q92NB5 
(EMBL:SME591790) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc01745.; length=211; id 50.521; 
192 aa overlap; query 1-192; 
subject 4-195" 
/ codon-start=l 
/transl-table=ll 
/product="putative haloacid 
dehydrogenase hydrolase" 
/protein-id="CAK05748 .1" 
/db-xref="GI : 115254674" 
/ db-xref ="GOA: Q1MMQ4 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMQ4 " 
/translation=" MKVLMVDVDGVL I HGRP T DG 
LPHFTYLERDLGLRFDLLQQEFFQ 
THWGD 1 1 1 GRAALEPRL AGVL AK I APHL S AE T L I 
DYWFENDSRLDRNLLEELAGLRQS 
GITLLLATNQEHRRARYLMEQIGLSAHFDDI I YS 
AALGHSKPSPDFFRLATERAGVLP 
GE I AF I DDMAVN I EAARQFGWNAAQWT AGAT L GG 
ALPVFARPT" 

misc-feature complement ( 294912 .. 2954 /locus-tag="RL0258 " 
78) 

/inf erence=" protein 
motif :Pfam:PF0 0 702 . 10" 
/note="Pfam match to entry 
PF00702.10 Hydrolase" 



295612. 
295612. 



296637 
296637 



misc-f eature 



296647. .297222 
296647. .297222 



/locus-tag="RL0259" 
/locus-tag="RL02 59" 
/inf erence="similar to 
sequence: INSDC : HS85823 " 
/note="similarity : fasta; 
with=UniProt : APHA-MYCRA 
(EMBL:HS85823) ; Mycoplana ramosa 
(Mycoplana bullata) . ; aphA; 
Acetylpolyamine aminohydrolase . ; 
length=341; id 71.386; 339 aa 
overlap; query 1-339; subject 
1-339" 

/codon-start=l 
/transl-table=ll 

/product=" putative acetylpolyamine 
aminohydrolase" 
/protein-id="CAK05749 .1" 
/db-xref="GI : 115254675" 
/ db-xref ="GOA: Q1MMQ3 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMQ3 " 
/ translation="MRVIYSEDHKLRDARTELHA 
GQLVTPFEAPFRAEWILAAVKQAG 
FTDWAPDAHGLETARKVHDPAYLDFLATVWDRW 
VAAGFTGEAIANSFAVRRTSQRVP 
DNIVGAIGHYANAADTSITKGSYEAAIASMRCAI 
T G A D W L N A Gil R F A FALCRPPGHHA 
GIDLFGGYCFINNSGVAAQRLLDHGARKVAVLDV 
DFHHGNGTQDLFYHRGDVFTASLH 
GDPMQAFPYFLGHADEEGEGEGTGANRNYPMPPG 
TPWDVWSSALADALTRIKAFGAEA 
IWALGVDTFERDPISFFSLTSDDFTRMGAMIAS 
AGLPVLACMEGGYGVPEIGLNVAN VLKGLEA" 
/locus-tag="RL0259" 
/inf erence= "protein 
motif :Pfam:PF00850.9" 
/note="Pfam match to entry 
PF00850.9 Hist-deacetyl" 
/locus-tag="RL026 0" 
/locus-tag="RL026 0" 
/inf erence="similar to 
sequence: INSDC :AE008281" 
/inf erence="similar to 
sequence: INSDC :AF449 411" 
/note=" similarity : fasta; 
with=UniProt : RECX-MYXXA 
(EMBL:AF449411) ; Myxococcus 
xanthus.; Regulatory protein 
recX.; length=187; id 35.849; 159 
aa overlap; query 17-168; subject 
25-183 similarity : fasta; 
with=UniProt : RECX-AGRT5 
(EMBL:AE008281) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; recX; Regulatory protein 
recX.; length=230; id 68.452; 168 
aa overlap; query 11-178; subject 
58-225" 

/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulatory protein" 
/protein-id="CAK05750 .1" 



296818. .297174 



297295. .298206 
297295. .298206 



misc-feature order (297352 . .297420, 
297457. .297525, 
297553. .297621, 
297640. .297708, 
297775. .297843, 
297880. .297936, 
297964. .298032, 
298051. .298119, 



/db-xref="GI : 115254676" 
/db-xref ="GOA: Q1MMQ2 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMQ2 " 
/ translation="MTDETVPSDIPTSRMLSWAR 
NSTVYRLERRMMTEKQLFDAIARK 
AKEKFAGISAAQLKAVADFAVKFAYDNKVLDDHA 
YAEVSTRSAVRGGKSKRAIAQKLA 
AKGVS S DKVE AALE E AD D L Y AAA I FARKRAF G P F 
RRVELDEKRKAKELSAFARNGFSF 
DIGRKVFDMSFEDAEEIIVAGRSAAPQHQRS " 
/locus-tag="RL026 0" 
/inf erence=" protein 
motif :Pf am:PF02 631 . 5" 
/note="Pfam match to entry 
PF02631.5 RecX" 
/locus-tag="RL0261" 
/locus-tag="RL0261" 
/inf erence="similar to 
sequence: INSDC:C9 0 740" 
/inf erence="similar to 
sequence : INSDC : SC0939 119" 
/note="similarity : f asta; 
with=UniProt : YBIF-ECOLI 
(EMBL:C90740) ; Escherichia coli 
0157 :H7.; ybiF; Hypothetical 
transport protein ybiF.; 
length=295; id 36.630; 273 aa 
overlap; query 32-302; subject 
14-285 similarity : f asta; 
with=UniProt : Q9K3X0 
(EMBL:SC0939119) ; Streptomyces 
coelicolor . ; Putative integral 
membrane protein.; length=295; id 
40.441; 272 aa overlap; query 
27-296; subject 11-280" 
/ codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 
protein" 

/protein-id="CAK05751 .1" 

/db-xref ="GI: 1152546 77" 

/db-xref ="GOA: Q1MMQ1 " 

/db-xref ="UniProtKB/TrEMBL : Q1MMQ1 " 

/ translation="MDIKNIETGTDGAALIAQPG 

ISPTSGGLAAGVAMCLMSMSSIQF 

GAALSSSAIATYGVAGATWLRLAFAAI ILAAVVR 

PSVLRYS GAQWQAT LLLGTT TAAM 

TLCFFAAIQRLPLGLAIAIDFLGPLSVAVFGYGL 

TWRLTWPLIAAAGILFLAHDGEGW 

VGN S S GVLFAL G S AVG WAVY ILLT KKVG AAF KG L 

EGLSMSLIVAGLVATPFGLAETGG 

AF T AQGL VE VL GLAILVPLLP YALEMVAL RRMPS 

ASFGI LMS LEP ALGALAGF L I L AQ 

PMTALQMLGTALWAASAGATAS AAKT " 

/locus-tag="RL0261" 



misc-f eature 



gene 
CDS 



298129. .298197) 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="9 probable transmembrane 

helices predicted at aa 20-42, 

55-77, 87-109, 116-138,161-183, 

196-214, 224-246, 253-275 and 

279-301" 

297817. .298188 /locus-tag="RL0261" 
/ inf erence="protein 
motif :Pf am: PFO 0 892 .8" 
/note="Pfam match to entry 
PF00892.8 DUF6 " 

complement (298251 . .2987 /locus-tag="RL0262 " 

18) 

complement (298251 . .2987 /locus-tag="RL0262 " 
18) 

/inf erence="similar to 
sequence: INSDC:SME59 1791" 
/note="similarity : f asta; 
with=UniProt :Q92MN5 
(EMBL:SME591791) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02351.; length=155; id 78.431; 
153 aa overlap; query 1-153; 
subject 1-153" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05752 .1" 
/db-xref="GI : 115254678" 
/db-xref ="GOA: Q1MMQ0 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMQ0 " 
/ translation="MDNDIQGRPAHVAAIRERAE 
AEMREMGVDAAF I DRLVETF YGRV 
LAHPDLGPVFDARLSGRWPEHMAKMKSFWSAVAF 
RSGAYGGKPVQAHTGVQNLTPDLF 
PKWLSLFAATLDDIAPTPEAKAWFMATAERIAKS 
LILSLFYNPALDDPARKPA" 
/locus-tag="RL02 63" 
/locus-tag="RL02 63" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note=" similarity : fast a; 
with=UniProt :Q92KS6 
(EMBL:SME591783) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; HYPOTHETICAL 
TRANSMEMBRANE PROTEIN.; 
length=327; id 78.834; 326 aa 
overlap; query 1-326; subject 
1-326" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
protein" 

/protein-id="CAK05753 .1" 
/db-xref="GI : 115254679" 
/db-xref ="GOA: Q1MMP9 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMP9 " 



298892. .299875 
298892. .299875 



misc-feature 299432 .. 299872 



misc-feature order ( 299693 . .299761, 
299798.-299866) 



/ translation="MLARFFRSSKRSFDSLSEQE 

ILALGIASEEDDARIYLAYADRLR 

REFPAS AKVFE DMAEVEDTHRKS L I E I HRQRF GE 

RIPLIRREHVEGFYERKPDWLRAN 

LSLDAMRRETEAMEEQAYRFYVEAAKRTSDASTR 

QLLGDLALAEQGHEDIARMLGDKH 

TPEDVKHDEDATVHRQFVLTYVQPGLAGLMDGSV 

STLAPIFAAAFATQDTWQTFLVGL 

SASVGAGISMGFTEAAHDDGKISGRGSPIKRGLA 

CGIMTALGGLGHALPYLIPHFWTA 

T I T AAVWFFE L WA I AF I QNR YME T P F L RAAF Q V 

VLGGGLVLGAG ILIGNG" 

/locus-tag="RL02 63" 

/inf erence=" protein 

motif :Pfam:PF01988 . 8" 

/note="Pfam match to entry 

PF01988.8 DUF125" 

/locus-tag="RL02 63" 



complement (300040 
39) 

complement (300040 



misc-feature 



complement (300043 
06) 



misc-feature complement (300568 . 
27) 



/inf erence=" protein 
motif :TMHMM: 2.0" 
/note="2 probable transmembrane 
helices predicted at aa 268-290 
and 303-325" 
.3006 /locus-tag="RL0264" 

.3006 /locus-tag="RL0264" 

/inf erence="similar to 
sequence: INSDC:C9 73 89" 
/note="similarity : f asta; 
with=UniProt:Q8UIPl (EMBL : C9 73 8 9 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Hypothetical 
protein Atu0252 ( AGR-C-433p ) . ; 
length=204; id 58.376; 197 aa 
overlap; query 4-199; subject 
8-204" 

/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05754. 1" 

/db-xref="GI : 115254680" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMP8 " 

/ 1 r an s 1 a t i o n = " MR I KG I F VAMMAMF AMAT AA 

IPAPSRNASMVTGNATSQPIGHYD 

FCQIHRSECGADRNAGPVAMNPGKWSLVRSVNAT 

ANRT I TPMTDKE I YGKDE VWAYP T 

TAGDCEDFALLKRRMLIQRGFPAADLLMTWRKP 

DGEGHAVLTLRTAEGDFVLDNLAA 

DVKPWFGTP Y S FVKRQ S S YNAGRWVT I ENGRDVL 

VGALR" 

.3006 /locus-tag="RL0264" 

/inf erence=" protein 
motif :Pfam:PF06 035. 1" 
/note="Pfam match to entry 
PF06035.1 DUF920" 
.3006 /locus-tag="RL0264" 

/ inf erence="protein 



motif :TMHMM:2 . 0" 
/note="l probable transmembrane 
helix predicted at aa 5-24" 
sig-peptide complement ( 3 0 0579 .. 3006 /locus-tag="RL0264" 

39) 

/ in ference= "protein 
motif : SignalP-HMM: 2.0" 
/note="Signal peptide predicted 
for RL0264 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.560 between residues 19 and 20" 
gene complement ( 300805 .. 3016 /locus-tag="RL0265" 

29) 

CDS complement (300805. .3016 /locus-tag="RL0265" 

29) 

/inf erence="similar to 
sequence: INSDC:AE0 0 899 7" 
/note="similarity : fasta; 
with=UniProt :Q8UIP0 
(EMBL:AE008997) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0253.; length=272; id 70.000; 
260 aa overlap; query 5-263; 
subject 11-270" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05755. 1" 

/db-xref="GI: 115254681" 

/db-xref="UniProtKB/TrEMBL:QlMMP7" 

/ translation="MSDQLSNAQPQFLTVGEGEA 

AREIATLVRPAQTGNGAPALVWLS 

GYRSDMSGTKAVELDGLAAELGLACIRLDYSGHG 

LSGGSFRDGTISRWLEEALAVIRH 

VAPDRVILVGSSMGGWIALRLAQELARQGGPKLA 

GMVLIAPAPDFTSELIEPNLKAKE 

RKSLAERGYFEERSQYSPEPNIYTRALIEDGRKN 

RVLDGIIETGCPVHILQGMKDADV 

PHAHAMKLVEHLPADDWLTFVRDGDHRLSRPGD 

IALLLSAVKGI IRSSTNRQMPT" 

gene 301757 .. 302344 /gene="infC" 

/locus-tag="RL0266" 

CDS 301757. .302344 /gene="infC" 

/locus-tag="RL0266" 
/inf erence="similar to 
sequence: INSDC : AE005395" 
/inf erence="similar to 
sequence: INSDC :SME59 1783" 
/note="similarity : fasta; 
with=UniProt : IF3-ECOLI 
(EMBL:AE005395) ; Escherichia coli 
0157:H7.; infC; Translation 
initiation factor IF-3 . ; 
length=180; id 58.537; 164 aa 
overlap; query 33-195; subject 
14-177 similarity : fasta; 
with=UniProt : IF3-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 



misc-feature 301841 .. 302068 

misc-feature 302081 .. 302341 

gene 302656 .. 302859 

CDS 302656. .302859 



meliloti) . ; infC; Translation 
initiation factor IF-3 . ; 
length=177; id 85.393; 178 aa 
overlap; query 18-195; subject 
1-177" 

/codon-start=l 

/transl-table=ll 

/product="putative translation 

initiation factor" 

/protein-id="CAK05756 .1" 

/db-xref="GI : 115254682" 

/db-xref="GOA:QlMMP6" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMP6 " 

/ translation="MGARCCNVPKQREENTTIRR 

PFKTDAPVKDGPRSNREIRIPKVQ 

L I GADGENMG VVP T DQ AL RMAE EAGLDLVEISPN 

VEPPVCKILDLGKLKYANQKKAAE 

ARKKQKI VEVKE IKMRPN I DTHDYEVKMKAMGRF 

FDEGDKVKVTLKFRGREMAHQELG 

MKL LQQVKAD TIE FAKVEAE P KL E GRQMMMVL AP 

K" 

/gene="inf C" 
/locus-tag="RL0266" 
/ inf erence="protein 
motif :Pfam:PF05198 .3" 
/note="Pfam match to entry 
PF05198.3 IF3-N" 
/gene="infC" 
/locus-tag="RL0266" 
/inf erence= "protein 
motif :Pfam:PF0 0 70 7.9" 
/note="Pfam match to entry 
PF00707.9 IF3-C" 
/gene="rpml" 
/locus-tag="RL026 7" 
/gene="rpml " 
/locus-tag="RL026 7" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/inf erence="similar to 
sequence: INSDC:TTH22 4858" 
/note="similarity : f asta; 
with=UniProt : RL35-THETH 
(EMBL:TTH224858) ; Thermus 
thermophilus . ; rpml; 50S ribosomal 
protein L35.; length=65; id 
52.381; 63 aa overlap; query 2-64; 
subject 1-62 similarity : f asta; 
with=UniProt : RL35-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; rpml; 50S ribosomal 
protein L35.; length=67; id 
95.522; 67 aa overlap; query 1-67; 
subject 1-67" 
/codon-start=l 
/transl-table=ll 

/product="putative 50S ribosomal 
protein L35" 

/protein-id="CAK05757. 1" 
/db-xref="GI : 115254683" 
/db-xref="GOA:QlMMP5" 



/db-xref="UniProtKB/TrEMBL:QlMMP5" 
/translation^' MP KMKTKSSAKKRFKITATG 
KVKAAAAGKRHGMIKRSNKFIRDA 
RGTMVLAEPDGRKVIKNYLPNGL " 

misc-feature 3 02665 .. 3 02 8 41 /gene="rpml" 

/locus-tag="RL026 7" 
/inf erence=" protein 
motif :Pfam:PF01632 .6" 
/note="Pfam match to entry 
PF01632.6 Ribosomal-L35p" 

gene 302898 .. 303302 /gene="rplT" 

/locus-tag="RL026 8" 

CDS 302898. .303302 /gene="rplT " 

/locus-tag="RL026 8" 
/inf erence="similar to 
sequence: INSDC : AE016864" 
/inf erence="similar to 
sequence: INSDC :SME59 17 83" 
/note="similarity : fasta; 
with=UniProt :RL20-PSESM 
(EMBL:AE016864) ; Pseudomonas 
syringae (pv. syringae).; rplT; 
50S ribosomal protein L20.; 
length=118; id 6 0.684; 117 aa 
overlap; query 1-117; subject 
1-117 similarity : fasta; 
with=UniProt : RL2 0-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; rplT; 50S ribosomal 
protein L20.; length=134; id 
93.284; 134 aa overlap; query 
1-134; subject 1-134" 
/codon-8tart=l 
/transl-table=ll 

/product="putative 50S ribosomal 
protein L20" 

/protein-id="CAK05758 .1" 

/db-xref="GI : 115254684" 

/db-xref="GOA:QlMMP4" 

/db-xref="UniProtKB/TrEMBL:QlMMP4" 

/translation=" MARVKRGVT S HAKHKKVL KA 

AKGFYGRRKNTIRTAKAAVDRSKQ 

YAYRDRKVNKRNFRALWIQRINAAVREFGLTYGR 

F I DGLNKAG I EVDRKVL S DMAI HE 

PE AFGAL VS AAKKAL EYLKEAGTANEFE GAVK " 

misc-feature 302901 .. 303224 /gene="rplT" 

/locus-tag="RL026 8" 
/inf erence=" protein 
motif :Pfam:PF0 0 453 .7" 
/note="Pfam match to entry 
PF00453.7 Ribosomal-L20" 

gene 303453 .. 304535 /gene="pheS" 

/locus-tag="RL0269" 

CDS 303453 . .304535 /gene="pheS" 

/locus-tag="RL0269" 
/EC-number= "6.1.1.20" 
/inf erence="similar to 
sequence: INSDC :B6 493 0" 
/inf erence="similar to 
sequence: INSDC :SME59 17 83" 
/note="similarity : fasta; 



misc-feature 303498 .. 303716 



misc-feature 303780 .. 304445 



gene 304552 .. 306975 

CDS 304552. .306975 



with=UniProt : SYFA-ECOLI 
(EMBL:B64930) ; Escherichia coli.; 
pheS; Phenylalanyl-tRNA synthetase 
alpha chain (EC 6.1.1.20) 
(Phenylalanine — tRNA ligase alpha 
chain) (PheRS).; length=327; id 
51.453; 344 aa overlap; query 
1-344; subject 1-326 
similarity : fast a; 
with=UniProt : SYFA-RHIME 
(EMBL:SME591783) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; pheS; 

Phenylalanyl-tRNA synthetase alpha 
chain (EC 6.1.1.20) 
(Phenylalanine — tRNA ligase alpha 
chain) (PheRS).; length=360; id 
87.778; 360 aa overlap; query 
1-360; subject 1-360" 
/codon-start=l 
/transl-table=ll 
/product=" putative 

phenylalanyl-tRNA synthetase alpha 
chain" 

/protein-id="CAK05759 .1" 

/db-xref="GI: 1152546 85" 

/db-xref="GOA:QlMMP3" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMP3 " 

/ translation="MSDIDQLNTSLLAEIAAADD 

ETALEAVRVSALGKKGSVSELLKT 

LGAMTPEERQSKGAAINVLKNAVTEALTARKTTL 

RQAAIDARLQAETVDVSLPVRSSP 

AERGRIHP I SQ I VDE I TAIFADMGF S I AEGPD I E 

TDYYNFTALNFPEGHPAREMHDTF 

FFNPDENGE RKVLR THT SPVQVRTMEAQTPP I RI 

IIPGKTYRQDSDATHSPMFHQVEG 

L T AT VTMRFR 

PSFFPFTEPSFEVDIQCDRSGPIV 

kfge 

FAWGMGLDRIAMLKYGMPDLRDFF 
NADVRWMTHYGFRPLDMPTLFGGLSA" 
/gene="pheS" 
/locus-tag="RL0269" 
/inf erence=" protein 
motif :Pfam:PF02912 .6" 
/note="Pfam match to entry 
PF02912.6 Phe-tRNA-synt-N" 
/ gene="pheS " 
/locus-tag="RL0269" 
/inf erence=" protein 
motif :Pfam:PF0 1409 .8" 
/note="Pfam match to entry 
PF01409.8 tRNA-synt-2d" 
/gene="pheT" 
/locus-tag="RL02 70" 
/gene="pheT" 
/locus-tag="RL02 70" 
/EC-number="6 .1.1.20" 
/inf erence="similar to 
sequence: INSDC:B9 739 0" 
/inf erence="similar to 
sequence: INSDC: 141284" 



/note=" similarity : fast a; 
with=UniProt : SYFB-ECOLI 
(EMBL: 141284) ; Escherichia coli.; 
pheT; Phenylalanyl-tRNA synthetase 
beta chain (EC 6.1.1.20) 
(Phenylalanine — tRNA ligase beta 
chain) (PheRS).; length=795; id 
36.965; 817 aa overlap; query 
1-806; subject 1-794 
similarity : fast a; 
with=UniProt : SYFB-AGRT5 
(EMBL:B97390) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; pheT; Phenylalanyl-tRNA 
synthetase beta chain (EC 
6.1.1.20) (Phenylalanine— tRNA 
ligase beta chain) (PheRS).; 
length=807; id 84.015; 807 aa 
overlap; query 1-807; subject 
1-807" 

/codon-start=l 
/transl-table=ll 
/product=" putative 

phenylalanyl-tRNA synthetase beta 
chain" 

/protein-id="CAK05760 . 1" 

/db-xref="GI : 115254686" 

/ db-xref ="GOA: Q1MMP2 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMP2 " 

/ trans lation="MKFTLSWLKEHLETDAGLDE 

ICTRLTEIGLEVEDVDDKAAFKPF 

VIARWSAEKHPQADRLKVLMVDTGSGAPVQVVC 

GAPNARAGLVGAFAAPGT YVPG I D 

VTLAVGNIRGVESHGMMCSEKELQISDSHDGI ID 

LPEDAPVGQSYAAYAHLDDPLIEI 

NLTPNRPDCTSIHGIARDLAASGLGTLKMRPAPS 

FAVEGETPVKLTLDLDDPKLCPGF 

ALRLVRGVRNGPSPRWMQQRLIAIGLRPINALVD 

VTN YMTF D'JGRP I HYF DAAK I NGN 

LAVRRAAEGETVLALDQREYKLSPNNWISDENG 

IESIGGIMGGEHSGCDENTVDVLI 

ESALWDPMNIAKSGRSLGI ITDARYRFERGVDPE 

YMVPGLERTTELVLELCGGKAAKA 

EIVGYQGYEPKIVDFPYSEVKRLTGLDVSNEESN 

TILTRLGFTVSGSGERVSVAVPSW 

RP DVDGKADL VE EVMR IHGVDNIKPAPLES H AAV 

NGKILTTLQIRTRLAKRALAARGM 

LEAVTWSFIPEDQAKLFGGGSPALKLANPIAAEM 

SDMRPSLLPGLLSAAQRNADKGYG 

DVALFEVSGTYENDRPEGQRRVAGGIRRGTASLA 

GAGRAWSNAAKGGGKPVDVF DAKA 

DALAVIEACGLPMGNIQIEQGGPAWYHPGRSGTI 

KMGPKWLGYFGEFHPLTLESLDV 

SGALCGFEVYVDAMPEAKRKATRTKPALELSPFQ 

LVRRDFAFWDKTVEAGAIVKAAT 

GADRKLVTAVNVFDIFEGASVGDGKKSVAIEVQI 

QPVERTLTDEDFEALTQKIVASVA 

KFTGGVLRS " 

misc-feature 304681 .. 304989 /gene="pheT" 

/locus-tag="RL02 70" 
/inf erence= "protein 
motif :Pfam:PF0158 8 .6" 



misc-feature 305002 .. 305439 



misc-feature 305755 .. 305961 



misc-feature 306688 .. 306969 



complement (307030 . 



complement ( 307030 . 
89) 



gene complement (307497 . 

92) 

CDS complement (307497 . 

92) 



/note="Pfam match to entry 
PF01588.6 tRNA-bind" 
/gene="pheT" 
/locus-tag="RL02 70" 
/ inf erence="protein 
motif :Pfam:PF034 83 .5" 
/note="Pfam match to entry 
PF03483.5 B3-4" 
/gene="pheT" 
/locus-tag="RL02 70" 
/ inf erence="protein 
motif :Pfam:PF03484.4" 
/note="Pfam match to entry 
PF03484.4 B5" 
/gene="pheT" 
/locus-tag="RL02 70" 
/inf erence= "protein 
motif :Pfam:PF03147.3" 
/note="Pfam match to entry 
PF03147.3 FDX-ACB" 
.3073 /locus-tag="RL0271" 

.3073 /locus-tag="RL0271" 

/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : f asta; 
with=UniProt :Q92SS8 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc00367.; length=119; id 62.712; 
118 aa overlap; query 1-118; 
subject 1-118" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05761 . 1" 
/db-xref="GI : 115254687" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMP1 " 
/ translation="MSDRQAVEQTVHLYVEGMAF 
ANEAALKKAFHPKSSI IGHYENAV 
EWLTRDEFIAAILQEEPAPPGTQPYMDIQSVDVE 
GDAASVKVTDDFAGMRFTDYLSLL 
KIDGRWTIVSKLFHLHR" 
.3084 /locus-tag="RL0272" 

.3084 /locus-tag="RL0272" 

/inf erence="similar to 
sequence :INSDC:AP0 03 0 05" 
/note="similarity : fasta; 
with=UniProt : Q9 8CQ3 
(EMBL:AP003005) ; Rhizobium loti 
(Mesorhizobium loti).; 
Oxidoreductase, aldo/keto reductase 
family.; length=332; id 71.818; 
330 aa overlap; query 1-330; 
subject 2-331" 
/codon-start=l 
/transl-table=ll 



/product="putative aldo-keto 
reductase /oxidoreductase" 
/protein-id="CAK05762 .1" 
/db-xref="GI : 115254688" 
/db-xref="GOA:QlMMP0" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMP0 " 
/ trans lation="MKTRKLGNDLTVSAVGLGCM 
GMSFAYGASDDAESIKTLHRAIDL 
GVTFFDTAEVYGPFTNEVLLGKALKPFRDRWIA 
TKFGFKIDASKPGIAAITGVDSRP 
EHVRTVAEASLKRLGIETIDLFYQHRVDPDVPIE 
E T VGVMAE L VKEGKVRAL G L S E AG 
SATIRRAHAVHPIAALQSEYSLWTRDPEEEVLAT 
CRELGIGFVPYSPLGRGFLTGAIR 
KAEDLDADDFRRQVPRFQAENFDANAALVATLER 
LAAEKGVTAAQLALAWVLNQGDDI 
VP I PGARKLHHLEQNAAAAD I VL S P AE L ARLE E I 
I PAGQVAGKRY S DAS LAMTN I " 
misc-feature complement ( 307557 .. 3084 /locus-tag="RL0272" 
77) 

/ inf erence="protein 
motif :Pfam:PF0 02 48.9" 
/note="Pfam match to entry 
PF00248.9 Aldo-ket-red" 
misc-feature complement ( 308409 .. 3084 /locus-tag="RL0272" 
77) 

/inf erence= "protein 
motif :TMHMM: 2.0" 
/note="l probable transmembrane 
helix predicted at aa 26-48" 
gene 308617 .. 309525 /locus-tag="RL0273" 

CDS 308617. .309525 /locus-tag="RL02 73 " 

/inf erence="similar to 
sequence :INSDC:SME59 17 83" 
/note="similarity : f asta; 
with=UniProt :Q92SS5 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; PUTATIVE TRANSCRIPTION 
REGULATOR PROTEIN. ; length=296; id 
72.542; 295 aa overlap; query 
1-295; subject 1-295" 
/codon-start=l 
/transl-table=ll 
/product="putative LysR family 
transcriptional regulator" 
/protein-id="CAK05763 .1" 
/db-xref="GI : 115254689" 
/ db-xref ="GOA: Q1MMN9 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMN9 " 
/ translation="MNRTQLSQLAVLAAVSEHRS 
FRAAAKELLVAPSAISHAISSLEE 
SLGVRLLARTTRSVAPTEEGRLLLERLRPALEEI 
DIAL E AVRD T R AKP AGN L R I T AP R 
FASDLLLAPRLGDFLNLYPDITLEIANEDGFTDI 
VKE GF DAG IRLEESLEADMI AVR V 
SPDLTTVIAASPEYFEHHPKPEHPRDLVHHRCIK 
RRFTNGSIYRWEFEKDGQELWSV 
DGPLIVSEDRLAL L AALNGAG L AY L F DMRVY DEL 
AGGTLVRVLEDWCAPYSGPFLYYP 
TRRQMRPALRAFIDFFRYSEQDTGGR" 
sig-peptide 308617 .. 308689 /locus-tag="RL0273" 



misc-feature 3 0 8632 . . 3 0 8 8 1 1 



misc-feature 308881 .. 309507 



gene 
CDS 



complement (309571 . 
68) 

complement ( 3 09571 . 
68) 



misc-feature complement (309580 . 
53) 



310215. .310832 
310215. .310832 



/inf erence=" protein 
motif : SignalP-HMM: 2 . 0 " 
/note="Signal peptide predicted 
for RL0273 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.758) 
with cleavage site probability 
0.691 between residues 25 and 26" 
/locus-tag="RL02 73" 
/inf erence=" protein 
motif :Pfam:PF0 0126 .10" 
/note="Pfam match to entry 
PF00126.10 HTH-1 " 
/locus-tag="RL02 73" 
/inf erence=" protein 
motif :Pfam:PF03466 .5" 
/note="Pfam match to entry 
PF03466.5 LysR-substrate" 
.3100 /locus-tag="RL0274" 

.3100 /locus-tag="RL0274" 

/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : f asta; 
with=UniProt :Q92SS4 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc00371.; length=163; id 77.160; 
162 aa overlap; query 1-162; 
subject 1-162" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05 76 4. 1" 
/db-xref="GI : 115254690" 
/ db-xref ="UniProtKB/TrEMBL : Q1MMN8 " 
/ translation="MAKEKTLEDLFYDTLKDI YF 
AERQILRALP KMARAAQ S P E L KKG 
FEKHREETEGQVERLQQVFELIGKRAQGKTCEAI 
QGIIAEGEEIMEEFKGTVALDAGL 
ISAAQAVEHYEIARYGTLKTWAATLGLKEWGLL 
DQTLQQETATDKTLSQLATTAANQ KAKAA" 
.3100 /locus-tag="RL0274" 

/ inf erence="protein 
motif :Pfam:PF059 74. 1" 
/note="Pfam match to entry 
PF05974.1 DUF892" 
/locus-tag="RL02 75" 
/locus-tag="RL02 75" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : fasta; 
with=UniProt :Q92SS2 
(EMBL:SME591783) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; Hypothetical protein 
SMc00373.; length=224; id 77.833; 
203 aa overlap; query 1-203; 
subject 1-203" 



/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05765. 1" 

/db-xref="GI : 115254691" 

/ db-xref ="UniProtKB/TrEMBL : Q1MMN7 " 

/ trans lation="MRKPGSMKGLEDLGRVRLSQ 

NFFLRDFLHSEIADFYRIPNIPED 

PDLAIETGKRLCEELLEPLEATFGRLHIRSGYRS 

PAVNRFGNENKLNC STNAS TAAHH 

IWDMRDFDGCMGAAVCIAVPWMVDHYRVESDWQR 

LAWWIHDHLPYASLCFFPKLWAFN 

IQWHERPKRVIQSYVSPRGILTKPGMANWESDHS 

EWYTGFPLLKS" 

gene complement ( 310822 .. 3112 /locus-tag="RL0276" 

65) 

CDS complement (310822 . .3112 /locus-tag="RL0276" 

65) 

/inf erence="similar to 
sequence :INSDC:AE0 0 7965" 
/note="similarity : f asta; 
with=UniProt : Q8UIN1 
(EMBL:AE007965) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; Acetyltransf erase 
(AGR-C-4 49p) . ; length=147; id 
57.143; 147 aa overlap; query 
1-147; subject 1-147" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
acetyltransf erase" 
/protein-id="CAK05766 .1" 
/db-xref="GI : 115254692" 
/ db-xref ="GOA: Q1MMN6 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMN6 " 
/translation=" MT VT I RE ARPE DE ARWRE L W 
AAYLVFYDVTVDADITDSTWRRVF 
DPASAIAMRVAEVDGRMMGFALYLTHEGTWIRGR 
DCYLEDLFVDADARGQGVGRALMD 
DLVSTCKAKGWSRLYWHTSEQNRTARALYDSYVE 
SDGHIRYRISF" 

misc-feature complement ( 310855 .. 3111 /locus-tag="RL0276" 
09) 

/inf erence=" protein 
motif :Pfam:PF00583 .9" 
/note="Pfam match to entry 
PF00583.9 Acetyltransf-1" 
gene complement (311280 .. 3122 /locus-tag="RL0277" 

90) 

CDS complement (311280 . .3122 /locus-tag="RL0277" 

90) 

/inf erence="similar to 
sequence: INSDC : AE007965" 
/note="similarity : fasta; 
with=UniProt :Q8UIN0 
(EMBL:AE007965) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Oxidoreductase 
(AGR-C-452p) .; length=AGR-C-452p; 
id 68.038; 316 aa overlap; query 



22-336; subject 27-342" 

/codon-start=l 

/transl-table=ll 

/product=" putative oxidoreductase" 
/protein-id="CAK05767. 1" 
/db-xref="GI : 115254693" 
/ db-xref ="GOA: Q1MMN5 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMN5 " 
/ translation="MVRAAFCRIRDFNSFTLLES 
VMEMRRLGKTGLSVAPIVIGGNVF 
GWTADEKT S F A I L DAFF DAG LN T I D T AD VY S S WV 
PGNKGGDSEEI IGRWLSQAKVSRD 
KALIVTKVGSDMGQGKTLKETYILKAVEDSLRRL 
QTDYIDVYLSHWPDEDTPHEETLG 
AYAKLKQQGKIRAIGCSNYDAKLLQASFDAAEKA 
GLPRYDVLQPEYNLYERSSFEGPL 
ADLCVKEDIGVITYFSLAAGFLTGKYRSKSDTQG 
RAREGRVSKYLDDKGLRILAALDK 
VSAETGAKPAEISLAWLLRKKGVTAPIASATSLS 
QLESLAKSATLALSDDAMALLDQA GA" 
misc-feature complement ( 311283 .. 3122 /locus-tag="RL0277" 
09) 

/ inf erence="protein 
motif :Pfam:PF0 02 48.9" 
/note="Pfam match to entry 
PF00248.9 Aldo-ket-red" 
gene 312406 .. 313392 /locus-tag="RL0278" 

CDS 312406. .313392 /locus-tag="RL0278" 

/inf erence="similar to 
sequence :INSDC:SME59 17 83" 
/inf erence="similar to 
sequence :INSDC:SP1 0 405" 
/note="similarity : f asta; 
with=UniProt :Q54531 
(EMBL:SP10405) ; Streptomyces 
purpurascens . ; rdmF; RdmF.; 
length=346; id 28.354; 328 aa 
overlap; query 2-324; subject 
10-329 similarity : f asta; 
with=UniProt:Q92SS0 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; PUTATIVE 
OXIDOREDUCTASE PROTEIN.; 
length=328; id 80.488; 328 aa 
overlap; query 1-328; subject 
1-328" 

/codon-start=l 
/transl-table=ll 

/product= "putative oxidoreductase" 

/protein-id="CAK05768 . 1" 

/db-xref="GI : 115254694" 

/ db-xref ="GOA: Q1MMN4" 

/ db-xref ="UniPr ot KB/ TrEMBL : Q1MMN4 " 

/translation=" MLRFG 1 1 S T AK I GRDNWP A 

IQDAENCWTAIASRDLARAREMA 

DRF S VPHAFGS YEEMLAS DL I DAVY IPLPTSQHI 

EWS IKAADAGKHVLCEKPLALKAD 

DIDDVIAARDRNRVWTEAYMITYSPVWQKVRSL 

IDEGAIGSLRHVQGAFTYFNRDPA 

NMRNVPELGGGGLPDIGVYPVMGTRFSTGKEPLW 

IQAITERDADFGTDIYSSVKADFG 



misc-feature 3 12 409 .. 3 12 771 



misc-feature 312805 .. 313119 



gene 
CDS 



DFELSFYISTQMANRQVMVFHGTEGYIEVKSPFN 
ANRWGPEEIELADRSHSESRIFRF 
QDSRQYKRQVEAFARAVKNGKEEIVTLENSKLNQ 
KVIDAIYRASEKDGWEAV" 
/locus-tag="RL02 78" 
/inf erence=" protein 
motif :Pfam:PF01408 . 8" 
/note="Pfam match to entry 
PF01408.8 GFO-IDH-MocA" 
/locus-tag="RL02 78" 
/ inf erence="protein 
motif :Pfam:PF02 89 4. 4" 
/note="Pfam match to entry 
PF02894.4 GFO-IDH-MocA-C" 
/locus-tag="RL02 79" 



gene complement (313495 .. 313 

72) 

CDS complement (313495 . .3138 /locus-tag="RL0279 

72) 



misc-feature complement ( 313507 . .313: 
57) 



isc-feature complement (join(313507. 

.313575,313603. .313671, 
313708 . .313776, 
313786. .313854) ) 



complement (313869.. 3148 
76) 

complement (313 869 . .3148 
76) 



/inf erence="similar to 
sequence: INSDC:B9 7391" 
/note="similarity : f asta; 
with=UniProt:Q8UIM6 (EMBL : B9 739 1 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; Hypothetical 
protein Atu0267 ( AGR-C-459p ) . ; 
length=117; id 31.356; 118 aa 
overlap; query 3-120; subject 
2-112" 

/codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 
protein" 

/protein-id="CAK05769 .1" 

/db-xref ="GI : 115254695" 

/ db-xref ="GOA: Q1MMN3 " 

/db-xref ="UniProtKB/TrEMBL : Q1MMN3 " 

/ translation="MRKLIHFAIAGGIGFLVDAG 

ILSALLALTPLGPFLARLVAIAFA 

MAATWAFNRSFTFDRSGRSLAAEGFRYGSVGVTA 

ALVNYGLYSALLLSLPALQPLAAM 

VIASIASMIFSFFGYSRFVFRAE " 

/locus-tag="RL02 79" 

/inf erence=" protein 
motif :Pfam:PF04138 .2" 
/note="Pfam match to entry 
PF04138.2 GtrA" 
/locus-tag="RL02 79" 



/inf erence= "protein 
motif :TMHMM:2 . 0" 

/note="4 probable transmembrane 
helices predicted at aa 7-29, 
33-55, 68-90 and 100-122" 
/locus-tag="RL0280" 



/locus-tag="RL0280" 



/inf erence="similar to 
sequence: INSDC : AAAB2668 



/inf erence="similar to 
sequence: INSDC:AP0 03581" 
/note="N-terminus to codon 240 is 
similar to Actinobacillus 
actinomycetemcomitans . DNA for 
glycosyltransf erase, lytic 
transglycosylase, dTDP-4-rhamnose 
reductase, complete cds . 005377 
( EMBL : AAAB2 668) (234), and enitre 
protein is similar to Anabaena sp. 
(strain PCC 7120). A110042 
protein. Q8Z0P8 (EMBL : AP003581 ) 
(315) similarity : fasta; 
with=UniProt :O05377 
( EMBL : AAAB2 66 8) ; 

actinomycetemcomitans).; DNA for 
glycosyltransf erase, lytic 
transglycosylase, dTDP-4-rhamnose 
reductase, complete cds.; 
length=234; id 25.688; 218 aa 
overlap; query 9-220; subject 
1-213 similarity : fasta; 
with=UniProt :Q8Z0P8 
(EMBL:AP003581) ; Anabaena sp. 
(strain PCC 7120).; A110042 
protein.; length=315; id 54.054; 
296 aa overlap; query 11-306; 
subject 11-306" 
/codon-8tart=l 
/transl-table=ll 
/product= "putative 
glycosyltransf erase" 
/protein-id="CAK05770 .1" 
/db-xref ="GI : 115254696" 
/ db-xref ="GOA: Q1MMN2 " 
/db-xref ="UniProtKB/TrEMBL : Q1MMN2 " 
/ translation="MARSRTDNLNIAVLLPCYNE 
AATISAWQGFRATLPDAAIHVYD 
NNSTDGTALQAMLAGAHWRERRQGKGHWRRMF 
ADIDADI YI IADGDGTYAPGDAEE 
LVRTLLTERADMWGTRRGVHSDAGRQGHALGNR 
LFNLLYRMIFGPDFTDIFSGYRAF 
SRRFVKSFPAVSGGFEIETEMSVHASRLKLPVSE 
LELDYGRRPEGSHSKLSTFRDGAK 
ILWMFAMLMKETRPFAFFSAISATFMLASLGFMA 
PVLAEYFETGLVSRMPTWVLSTAL 
LMISFMLFTAGVILDSVARARAEQLRIHYMGLER 
P S AL KAP L S DAGP VS RARP GKAD A A" 
misc-feature complement ( join (314001 . /locus-tag="RL0280" 
.314069, 

314112 . .314180) ) 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="2 probable transmembrane 

helices predicted at aa 233-255 

and 270-292" 

misc-feature complement ( 3 1 43 73 .. 3 148 /locus-tag="RL0280" 
43) 

/inf erence=" protein 
motif :Pfam:PF00535. 10" 
/note="Pfam match to entry 
PF00535.10 Glycos-transf-2" 



gene 
CDS 



315036. .316904 
315036. .316904 



/locus-tag="RL0281" 
/locus-tag="RL0281" 



/inf erence="similar to 
sequence: INSDC : AP003004" 
/note="similarity : fasta; 
SWALL:Q98DE5 (EMBL : APO 03 0 0 4 ) ; 
Rhizobium loti; mlr4739 protein; 
length 605 aa; 583 aa overlap; 
query 44-618 aa; subject 25-602 
aa" 

/codon-start=l 
/transl-table=ll 

/product= "putative transmembrane 
protein" 

/protein-id="CAK05771 .1" 
/db-xref="GI : 115254697" 
/ db-xref ="GOA: Q1MMN1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMN1 " 
/ translation="MNAVQPIPHASSAIDAPRGG 
LPAPRDGLRDLLTRLWPTVIAYSV 
ILAAAILITKLSGATDYVGPDNDDGMRLVEVRDF 
LAGQGWFDLMQYRLGLDGGTLMHW 
SRL I DLP I ASL I WFFGLFAPRETAEALALAVWPV 
S L I LPAML AMAVAGRR I GGVAAMH 
ISLGLTSLAIYTGNRFAPGAIDHHNVQLALVATM 
I AML L DP E RRAW S Y AVAG I AAAVA 
I A I GAE T T PFVAAVC L T I AL L WAWEGENF AAAAK 
AFGLALAIAISILFFATVPPRLYS 
TVTCDNLSLGYYSLAAIGGGLLLFSAVFASRLRR 
P L RF AAL AWG AGVL GSAIVIAPQ 
C L S DP LAGLDPMLVE LWL RNVS EAQ SIFALGRTD 
LFSIGGFYAAGLFGIAVCIFRWQ 
RDRVQIHLVLLFLLMTSWAIALVQVRGSTFSNLI 
SILPLALLIIDVRRISNGDSENVA 
AAFVYIVTVLASAPAAWAVGGGFVSLQMQNAAQK 
KAAE PAKKISCTS Q AAL AP LAG LP 
AGLVSAPSEMGVPILRFTANRVLSAPYHRNQGGM 
LTELHI GLIAE P OF AE AF L I 'G T GVT 
VLAFCPSDLQTREITKLKPDGLYAELGKSNIPPY 
LEPLPKAADVGVQFFRYRPATN " 



/inf erence=" protein 
motif :TMHMM:2 . 0" 

/note="ll probable transmembrane 
helices predicted at aa 31-53, 
99-121, 128-150, 208-241,248-270, 
285-307, 314-336, 369-391, 
398-415, 419-436 and 449-471" 



misc-f eature 



order (315126. .315194, 



/locus-tag="RL0281" 



315330. .315398, 
315417. .315485, 
315657. .315758, 
315777. .315845, 
315888 . .315956, 
315975. .316043, 
316140. .316208, 
316227. .316280, 
316290. .316343, 
316380. .316448) 



gene 



317593 



319173 



/gene="xseA" 
/locus-tag="RL02 82" 
/gene="xseA" 
/locus-tag="RL02 82" 



CDS 



317593 



319173 



misc-feature 317698 .. 317928 



misc-feature 3 1 822 0 . . 3 1 8 732 



/EC-number= "3.1.11.6" 
/inf erence="similar to 
sequence: INSDC:AE0 0 7966" 
/inf erence="similar to 
sequence: INSDC : CEK129H2R" 
/note=" similarity : fast a; 
with=UniProt : EX7L-EC0LI 
(EMBL:CEK129H2R) ; Escherichia 
coli.; xseA; Exodeoxyribonuclease 
VII large subunit (EC 3.1.11.6) 
(Exonuclease VII large subunit).; 
length=456; id 34.990; 483 aa 
overlap; query 14-495; subject 
8-438 similarity : fasta; 
with=UniProt : EX7L-AGRT5 
(EMBL:AE007966) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; xseA; Probable 
exodeoxyribonuclease VII large 
subunit (EC 3.1.11.6) (Exonuclease 
VII large subunit).; length=532; 
id 75.940; 532 aa overlap; query 
1-526; subject 1-532" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
exodeoxyribonuclease VII large 
subunit" 

/protein-id="CAK05772 .1" 

/db-xref="GI : 115254698" 

/ db-xref ="GOA: Q1MMN0 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MMN0 " 

/ trans lation="MSNVFDGDSPTNLAEYSVSE 

L S G S I KRTVE T AF DQVRVRGE I S G 

YRGPH5 5GHAYFALKDDRARI DAVIWKGTFSRLK 

FRPEEGMEVIATGKVTTFPGSSKY 

QIVIETLEPAGAGALMALIEERKRKLGAEGLFDA 

ARKKRLP FMP G V I G WT S P T G AV I 

RDILHRISDRF P VHVL VWP VKVQGEG S GEE VANA 

IRGFNALEPSGTIPRPDVLIVARG 

GGSLEDLWSFNDEIWRAAAESAIPLISAVGHET 

DWTLI DYAADVRAP T P T GAAEMAV 

PVKAELEAQAAGLAARLQGCMNRQMDQRRQSVRA 

LMRALPSLDQLLALPRRRFDEAAT 

GLGRGLELNTINKRRGFERVAAHLRPDLLAGRIA 

ERRQTLNERMARAERMVERL I DRS 

KSRVDRAEAILASLPARLKTQTDRGRERLGNLSR 

HADTAVRHQLTRARSELSAQDRVL 

QSLSYKNVLKRGYAVIRDEDNRPVSQAAHLSAGM 

GIAIEFADGRVGAMTTEGGTPPAG 

AKKRSTKPAEPPKQGSLF" 

/gene="xseA" 

/locus-tag="RL02 82" 

/ inf erence="protein 

motif :Pfam:PF01336 .9" 

/note="Pfam match to entry 

PF01336.9 tRNA-anti" 

/gene="xseA" 

/locus-tag="RL02 82" 

/ inf erence="protein 

motif :Pfam:PF026 01 . 4" 

/note="Pfam match to entry 



PF02601.4 Exonuc-VII-L" 
gene 3 19 1 76 .. 3 19 769 /locus-tag="RL0283" 

CDS 319176. .319769 /locus-tag="RL0283" 

/inf erence="similar to 
sequence: INSDC:AP0 0662 7" 
/inf erence="similar to 
sequence: INSDC:SME59 17 83" 
/note="similarity : fasta; 
with=UniProt : Q5WBP5 
(EMBL:AP006627) ; Bacillus clausii 
KSM-K16 . ; NAD ( P ) H oxidoreductase 
(EC 1.6.99.-).; length=P; id 
32.099; 162 aa overlap; query 
1-160; subject 1-153 
similarity : fasta; 
with=UniProt :Q92SR6 
(EMBL:SME591783) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; PUTATIVE 
OXIDOREDUCTASE PROTEIN (EC 
1.6.99.-).; length=EC ( 196; id 
74.490; 196 aa overlap; query 
1-196; subject 1-196" 
/codon-start=l 
/transl-table=ll 
/product="putative NAD ( P ) H 
oxidoreductase" 
/protein-id="CAK05773 .1" 
/db-xref="GI: 115254699" 
/ db-xref ="GOA: Q1MMM9 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMM9 " 
/ trans lation="MRILLVLAHPLEDSFAAAVA 
RT ARE AL E AS G H WD LFDLYAENF 
DPRLSKAERGGYFDQPYDTSAVADIVARLKAADG 
L I LVFPQWWFNFPAI LKGFF DRVF 
APGVAFSHDAAGGRIVPQLTHIRLLYALTTTGSP 
WWLVRLYMGDPVRRLLKRGIAAFC 
SKGLNFRML S LHDMDRAS DVKRRAHL DRVRKL L S 
AIR" 

misc-feature 319230 .. 319766 /locus-tag="RL0283" 

/inf erence=" protein 
motif :Pfam:PF02525.5" 
/note="Pfam match to entry 
PF02525.5 Flavodoxin-2" 

gene complement (319773 .. 3202 /locus-tag="RL0284" 

73) 

CDS complement (319773 . .3202 /locus-tag="RL0284" 

73) 

/inf erence="similar to 
sequence: INSDC:AE0 0 8999" 
/note="similarity: fasta; 
with=UniProt : Q8UIM1 
(EMBL:AE008999) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; pecS; Transcriptional 
regulator, MarR family.; 
length=168; id 77.500; 160 aa 
overlap; query 7-166; subject 
8-167" 

/ codon-start=l 
/transl-table=ll 
/product="putative MarR family 



transcriptional regulator" 
/protein-id="CAK05774. 1" 
/db-xref="GI : 115254700" 
/ db-xref ="GOA: Q1MMM8 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MMM8 " 
/ trans lation="MSEDGKMDHVDKILAQWRRE 
RPDLDVEPMGILGRLKRLSTHLGR 
EVEAVLMKQGL S S S AFDVLATLRRAGAPHRL SPG 
ELLEMTMVSSGTMTNRIDQLEKAG 
YVERILNPEDRRSVLIALTEKGLATVETAVDAHV 
VNQHRLSKNLSAADKAELDRLLRK FLADFE" 
misc-feature complement (319791 .. 3201 /locus-tag="RL0284" 
11) 

/inf erence=" protein 
motif :Pfam:PF01047 . 8" 
/note="Pfam match to entry 
PF01047.8 MarR" 
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OTHER SOURCE (OS) 
REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 
JOURNAL (SO) : 



FEATURES (FEAT) : 
Feature Key 



Qualifier 



1. .2516575 



509. .1876 
509. .1876 



2124. .3254 
2124. .3254 



/organism= " Staphylococcus 
saprophyticus subsp. saprophyticus 
ATCC 15305" 

/mol-type="genomic DNA" 
/strain="ATCC 15305" 
/ sub-specie s=" saprophyticus" 
/db-xr ef = " t axon : 3 4 2 4 5 1 " 
/locus-tag="SSP0001" 
/locus-tag="SSP0001" 
/note="similar to 
gi | 27466919 | ref | NP-763556 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 80 in 455 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 

/product=" chromosomal replication 
initiator protein" 
/protein-id="BAE17146 .1" 
/db-xref="GI : 72493825" 
/ translation="MSEQEIWEKVLTLAQEKVSS 
ASYQTFLKDTKLFKLQNEQAIWT 
DDDFVANWLKMNYAEIIKAALYEAIGHEIAPVFY 
TEEELKSLHTSEQKEE11 C 1 PEQPAK 
KYTPGVDEAYI GGEOF11THNTFETFVIGPGNRFP 
HAAS LAVAEAPAKAYNPLF I YGGV 
GLGKTHLMHAIGHYVLDNNPDAKVIYTSSEKFTN 
EFIKSIRDNKTERFREKYRNIDVL 
LIDDIQFIQNKEQTQEEFFHTFNELHQANKQIVI 
SSDRPPKEIAKLEDRLRSRFEWGL 
IVDITPPDYETRMAILQKKIGEENLNIPTEALTY 
IANQIQSNIRELEGALTRVLAFSK 
LQGQPITTELTAEALKDIIQAPKSKKITIQDIQK 
IVGQYYSVRIEDFSAKKRTKSIAY 
PRQIAMYLSRELTDFSLPKIGEEFGGRDHTTVIH 
AHEKIVKDIQNDPTFKQEVENLEK EIRNQ" 
/locus-tag="SSP0 0 02" 
/locus-tag="SSP0 0 02" 
/note="similar to 
gi 12746692 0 | ref | NP-763557 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 93 in 376 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 

/product="DNA polymerase III beta 
subunit" 

/protein-id="BAE17147. 1" 

/db-xref="GI : 72493826" 

/ translation="MEFTIRRDYFINQLNDTLKA 

ISPRTTLPILTGIKIEVKNNEVIL 

TGSDSEISIEITIPKQVDGEDI IDIVETGSWLP 

GRFFVD 1 1 KKLPGKEVKL STNEQF 

QTLITSGHSEFNLSGLDPDQYPLLPQVSRDDAIQ 

L S VKVLKNVI AQTNFAVS T S E TRP 

VLTGVNWLIQENELICTATDSHRLAVRKVALEDD 

SENKNVIIPGKALSELNKIMSDSE 

EDIDIFFASNQVLFKVGNVNFISRLLEGHYPDTS 

RLFPENYEIKLGIDNGEFYHAIDR 



3815. .4039 
3815. .4039 



4036. .5151 
4036. .5151 



5173. .7098 
5173. .7098 



ASLLAREGGNNVIKLSTGNELVELSSTSPEIGTV 

KEDVKASNVDGGNLKI SFNSKYMM 

DALKAI DNDEVEVEFFGTMKPF I LKPKDDDS VTQ 

LILPIRTY" 

/locus-tag="SSP0 0 03" 
/locus-tag="SSP0 0 03" 
/note="similar to 
gi | 1084189 | pir | | S54709 
[Staphylococcus aureus], percent 
identity 73 in 78 aa, BLASTP E(): 
le-25" 

/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17148 .1" 
/db-xref="GI : 72493827" 
/ translation="MVEEVIVDGDITLGQFLKTE 
GI IESGGQAKWFLQDFDVMINDER 
ETRRGKKLNHRDSIVIPEVGSFLILHQGEE" 
/locus-tag="SSP0004" 
/locus-tag="SSP0004" 
/note="similar to 
gi 127466921 | ref | NP-763558 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 86 in 371 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 

/product="DNA repair and genetic 

recombination protein" 

/protein-id="BAE17149 .1" 

/db-xref="GI: 72493828" 

/ translation="MKLKTLQLQNYRNYESISLN 

CHPDVNILIGENAQGKTNLLESIY 

TLALAKSHRTSNDKELIRFDSDYAKIEGDLSYRY 

G E MP L I M Y 1 1 K KG KQ VK I N H L E Q 3 

RLTQYIGHLNWLFAPEDLNIVKGSPQIRRRFID 

MELGQISAVYLNDLSQYQRILKQK 

NNYLKQLQYGQKTDSTMLEVLNQQFAEYALKITL 

RREHFINELESLAKPIHSGITNER 

ETLSLNYLPSIKLENKDKSETERLEEVLTILNDN 

MEREKDRGVCLYGPHRDDLGFNVN 

GMDAQT YGSQGQQRT T AL S I KL AE IELMNI EVGE 

YPILLLDDVLSELDDSRQSHLLST 

IQHKVQTFVTTTSVDGIEHEIMKNAKLYRINQGE 

UK" 

/locus-tag="SSP0 0 05" 
/locus-tag="SSP0 0 05" 
/note="similar to 
gi 127466922 | ref | NP-763559 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 87 in 641 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 

/product="DNA gyrase subunit B" 

/protein-id="BAE17150 .1" 

/db-xref="GI : 72493829" 

/ translation="MSDVNNTEDYGAGQIQVLEG 

LEAVRKRPGMYIGSTSEKGLHHLV 

WE IVDNS I DEALAGYADT IEWI EKDNWI KVT DN 



GRG I P VG I QEKMGRP AVE V I L T VL 
HAGGKFGGGGYKVSGGLHGVG S SWNAL S E DL E V 
YVYKDRKVYHQGYKKGVPQFDLKV 
IEETDDDNTGTVIRFKADSEIFTETTTYHYETLQ 
QRTRELAFLNKGI S I TLRDERGEE 
VREDTYHYEGGIKSYVEMLNENKQPLHEEPIYVH 
QTKDDIEVEIALQYNKGFATNLLT 
YANNIHTYEGGTHEEGFKRALSRVLNSYGLNSKI 
IKEDKERLSGEDTREGLTAIVSIK 
HGDPQFEGQTKTKLGNSEVRQIVDKLFSELFERF 
LYEHPQVGRIWEKGIMASHARLA 
AKKAREVTRRKSALEISSLPGKLADCSSKDPSRS 
EIFIVEGDSAGGSTKSGRDSETQA 
ILPLRGKILNVEKARLDRILNNNEIRSMITAFGT 
GIGGEFDLSKARYHKIVLMTDADV 
DGAHIRTLLLTFFYRFMRPLLEAGYVYIAQPPLF 
KL TQGKQKY YVFNE RE L E KL KAE L 
EPTPKWSISRYKGLGEMNADQLWETTMNPENRAM 
LQVSLDDAIEADQVFEMLMGDWE 
NRRQF I E DN AV Y AN L DF " 
gene 7134.. 9827 /locus-tag="SSP0006" 

CDS 7134.. 9827 /locus-tag="SSP0006" 

/note="similar to 
gi I 15925711 |ref INP-3 732 4 4. 1 | 
[Staphylococcus aureus subsp. 
aureus N315], percent identity 85 
in 895 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 
/product="DNA gyrase subunit A" 
/protein-id="BAE17151 .1" 
/db-xref="GI: 72493830" 
/ translation="MAELPESRINERNITSEMRE 
SFLDYAMSVIVSRALPDVRDGLKP 
VHRRILYGLHEQGMTPDKSYKKSARIVGDVMGKY 
HPHGDSSIYEAMVRMAQDFSYRYP 
L T .*E" vj 1 jllF 1 tOIIE 11 tL 11 ^-„-„-J IF YTEAP1ISKITLELL 
RDLNKDT I DF I DNYDGNEREP S VL 
PARFPNLLVNGASGIAVGMATNIPPHNLTEVING 
ILSLSYNPDITIAELMEDIQGPDF 
PTAGIILGKSGIRRAFETGRGSIQLRSRAEIEER 
GGGRQRIWTEVPYQVNKARMIEK 
IAELARDKKIDGITDLRDETSLRTGVRWIDIRK 
DANASWLNNLYKQTPLQTSFGVN 
MIALVNGRPKL I SLKDALVEYLEHQKVWRRRTE 
YNLKKALDRAHILEGLRIALDHID 
EIIRVIRESDNDKIAMASLQEQFKLSERQAQAIL 
DMRLRRLTGLERDKIEAEYNELIA 
YIEELKSILADEEKLLQIVRDELIDVRERYGDER 
KTEIQLGGLDDIEDEDLIPEEQIV 
ITLSHNNYIKRLPVSTYRAQHRGGRGVQGMNTLE 
EDFVSQLVTLSTHDNVLFFTNKGR 
VYKLKGYEVPELSRQSKGIPWNAIELDNDES IS 
TMIAVKDLESEEDYLVFATQKGRV 
KRSALSNFSHINKNGKIAISFKQDDELIAVRLTD 
GETDILIGTSHASLIRFPETALRP 
LGRTAAGVKGITLREDDKWGLDVTKAESDDEIL 
WTENGYGKRTPVEDYRLSNRGGK 
GIKTATITERNGNWCITSVTGEEDLMWTNSGV 
IIRIDVEDISQNGRAAQGVRLIKL 
GENQFVSTVAKVNEEDEAETETEAIASDSENTDA 
TEQMAQDSQQGEAVIEDDAPGNAI 



HTEVEDSDVSDDDDRQEVRQDFMDRVNEDIDNAD 
NEDNEEE" 

gene complement ( 9 8 89 .. 1 0 701 ) /locus-tag="SSP0007" 

CDS complement (9889 .. 10701) /locus-tag="SSP0007" 

/note="similar to 
gi | 1592299 7 | ref | NP-3 70531 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 83 
in 270 aa, BLASTP E(): e-131" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17152 .1" 
/db-xref="GI : 72493831" 
/ translation="METLSQVSIPKRKDETHKGD 
YGRILLIGGNANLGGAIMLAARAC 
VYSGSGLITVATHPTNHAALHSRCPEAMVIDIND 
TKMLTKMIENTDCILIGPGLGCDF 
KGNNAITFLLQNIQPHQKLIVDGDAITIFSKLKP 
DIPTCKVIFTPHQKEWERLSGIPI 
EEQTYERNREAADRIGATIVLKMHGTEIYFRGKD 
YKLPIGTPAMATGGMGDTLSGMIT 
SFVGQFNDTEEAVTSATYTHSYIGEQLAEKMYW 
PPSRLISEIPHAMKALEN" 
gene 11098.. 12597 / locus-tag= " SSP0 0 0 8 " 

CDS 11098.. 12597 /locus-tag="SSP0008" 

/note="similar to 
gi 1 15922998 | ref | NP-3 70532 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 79 
in 498 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 

/product="histidine ammonia-lyase" 
/protein-id="BAE17153 .1" 
/db-xref="GI:72493832" 
/ translation="MTLQLNGEMLTINDIKTFLN 
KEDTVEVTQEALERVKKSRQTVEH 
IIENKETIYGITTGFGLFSDVRIDKDEYNQLQVN 
LIRSHACGVGKPFSEEVALVMMVL 
RLNTLLKGHSGTTVALVEQLVYYINNRIVPVIPQ 
QGSLGASGDLAPLSHLALALIGEG 
NVFFKGEEVDSRYVLNQLNRNPIQLQAKEGLALI 
NGTQAMTAQGVINYIEAEALGYQA 
EWIAALTHQALNGITDAYNEKVHKARNFQEQIDV 
AARMLDWLDGSELTTTQGDIRVQD 
AYTLRCIPQIHGASFQVFNYVKEKLEFEMNAAND 
NPLIFDEGDETLVISGGNFHGQPI 
AFALDFLKLGVSELANVSERRLERLVNPQLNNGL 
PAFLSPQPGLQSGAMIMQYAAASL 
VSENKTLAHPASVDSIPSSANQEDHVSMGTIASR 
HG YH 1 1 ENARRVL A I E T 1 1 AL Q AV 
EYKDIDKLSPKTYEKYQELRHIVPSITEDRQFHK 
DIEAVSQYLQDLAYM" 
gene 12929.. 14212 /locus-tag="SSP0009" 

CDS 12929.. 14212 /locus-tag="SSP0009" 

/note="similar to 
gi | 49484921 | ref | YP-0 42 1 42 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
82 in 428 aa, BLASTP E(): 0.0" 



/codon-start=l 
/transl-table=ll 

/product="seryl-tRNA synthetase" 

/protein-id="BAE17154 . 1" 

/db-xref="GI : 72493833" 

/ translation="MLDIKLFRNDPEFLKEKVAK 

RGMD S KWDE VLE L DEQRRQ L I S Q 

AEEMKAERNKVSGEIAQKKRNKEDADDAIAAMRN 

LGDEIKVLDDTLNQVDVDLNDKLS 

RIPNIIHDDVPEGATDEDNIEVKRWGTPRTFEFE 

DKAHWDLVEELEMVDFERAAKVSG 

ARFVFLTGDGAQLERALMNYMITKHTTQHGYTEM 

MVPQLVNADSMYGTGQLPKFEEDL 

FKVEKEGLYTIPTAEVPLTNYYRNEI IAPDVLPA 

KFTAQSACYRSEAGSAGRDTRGLI 

RLHQFDKVEMVRIEKPEDSWQALEDMTHHAEAIL 

EELGLPYRRVILCTGDIGFGSSKT 

YDLEVWLPSYNDYKEISSCSNITDFQARRSNIRF 

KRDKNAKPELAHTLNGSGLAVGRT 

FAAIVENYQNEDGSVTIPEVLVPFMGGKTVIRPT 

K" 



/note="similar to 
gi | 2746692 7 | ref | NP-763564 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 75 in 228 
aa, BLASTP E ( ) : 2e-98" 
/codon-start=l 
/transl-table=ll 

/product= "putative branched-chain 
amino acid permease" 
/protein-id="BAE17155. 1" 
/db-xref="GI : 72493834" 
/translation=" MENE AH VT F KQG VKAC I P T L 
LGYAGVGLSFGIVAVASGFSLLEI 
ILLCLLVYAGAAQFI ICALVIAGTPISAIVLTAF 
IVNSRMFLLSMTLAPSYKDYSLLN 
RIGLATLVTDETFGVAVTPHLKGEKINDRWLHGL 
NITAYVFWTIACI IGALFGKYIHD 
PDVLGLDFAITAMFIFLAVSQFESIRRSKVKIYL 
VLIICVIVMMLGLSLFMPSYLAII 
LASTITAALGWMER" 



/note="similar to 
gi | 2 746692 8 | ref | NP-763565 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 61 in 109 
aa, BLASTP E() : 3e-3 4" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17156 .1" 

/db-xref="GI : 72493835" 

/ translation="MTTTIHMLTI I ILCGIVTWL 

TRIIPFVMISKVHLSERWKWLSF 

IPITLFTALIIDGVLVQQEGVMGYTINMPFLITM 

IPTIWAIVSRSLTITILSGIIIM ALLRWVF " 



gene 
CDS 



14528. .15229 
14528. .15229 



/locus-tag="SSP0010" 
/locus-tag="SSP0010" 



gene 
CDS 



15226. .15555 
15226. .15555 



/locus-tag="SSP0011" 
/locus-tag="SSP0011" 



gene 
CDS 



15827. .16795 
15827. .16795 



/locus-tag="SSP0012" 
/locus-tag="SSP0 012" 



/note="similar to 
gi | 27466929 | ref | NP-763566 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 80 in 322 
aa, B LAS TP E ( ) : e-154" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
homoserine-o-acetyltransf erase" 
/protein-id="BAE17157. 1" 
/db-xref="GI : 72493836" 
/ trans lation="MTNYTVDTLELGPFTTESGE 
LISNLKLRYEHVGLKGQPLVWCH 
ALTGNHLTYGTNDQPGWWRG I I DGGYMP INDYQF 
LTFNVIGSPYGSSSALTDADFPQT 
LTLRDIVRAIEIGIETLGFEHINILIGGSLGGMQ 
AIELLYNRKFNVDKAVILAATDKT 
SSYSRAFNEIARQAIHLDPKNGMSIARQLGFLTY 
RSSKSYDKRFSPDQWAYQKHQGD 
KFMNHFD YAC Y L TLL DVL D S HDVDRGRDDVDE VF 
RNLDTKVMTMGFTDDLLYPDDLVR 
AVGERFKFHKHFFVPDNVGHDGFLLNFNDWAPNL 
YHFLKVYKIKRK" 

gene 17076.. 17987 /locus-tag="SSP0013" 

CDS 17076.. 17987 /locus-tag="SSP0013" 

/note="similar to 
gi I 27466930 | ref | NP-763567 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 68 in 303 
aa, BLASTP E() : e-118" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17158 .1" 
/db-xref="GI : 72493837" 
/ translation="MFSKIYPKATVLSILTLIW 
ALALHILPPLGLVLSAFATIPGI I 
LWHKS IESFGLTAWTWLTTLLGNIFVLSIMVL 
VLITSFWGQLLKERTSKERILYI 
TTTYISMISLIAFMGLQTFDKIPSATVLMNPIKD 
QMHQVI SGAS VGNE YKQMLEEGFR 
QLAVQLPSMVI IAVFLLILINLI ITFPILRKFKI 
ATPIFKPLYAWQMSRSLLWI YI IV 
LICVMFASQAGTFQSIVLNFEIVLSLCMYIQGLS 
VIHFFGKAKSMPLVLTVLLMVIGT 
ILMPLTHIVSLLGVIDLCFNLKSI IKK" 
gene 18002.. 19969 /locus-tag="SSP0014" 

CDS 18002.. 19969 /locus-tag="SSP0014" 

/note="similar to 
gi 127466931 | ref | NP-763568 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 82 in 655 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17159 .1" 

/db-xref="GI : 72493838" 

/ translation="MNRQSTKKALILPFVIMTLT 

AIALVWWFVFNQLVAGIATIVLV 



I I I IGTAFMVRQALQKLDSYVDNLSGHI SEGSNF 
AIKNLPIGMIILDENENIEWMNRF 
MSERLNRNVISDPVNEVYPNILKQLEKTQEIEIN 
ENEYHYRVRYSEKEHVLYFFDITK 
EVYTNELYESSKPI IATLFLDNYDEITQNMNDTQ 
KSEINSMVTRVISRWATEHNIYFK 
RYSSDQFVAYLNQNILNEIEATNFSILSQLREKS 
VGYRAQLTLS I GVGEGSENL I DLG 
ELSQSGLDLALGRGGDQVAIKHINGNVRFYGGKT 
DPMEKRTRVRARVI SHALKD I LME 
GDKVI IMGHKRPDLDAI GAAI GVSRFAMMNNL DA 
YIVLNESDIDPTLRRVMDAVNEKP 
ELKDRFITSDEAWDIMTSKTTLVWDTHKPEMVI 
DEN I LNKANRKWI DHHRRGE S F I 
SSPLLVYMEPYASSTAELVTELLEYQPTEQRLTR 
LESTVMFAGI I VDTRNFTLRTGSR 
TFDAASYLRAHGADTILTQHFLKDDLDTYINRTE 
LIQTVKLQDNGVAIAHGSDEKIYH 
PVTVAQAADE L L S L DGVE AS YVI ARRE DNWGMS 
ARSLGAVNVQLTMEALGGGGHLTN 
AATQLKDVTVDEAIEKLQQAITEQMSRSENS" 
gene 19966.. 20412 /locus-tag="SSP0015" 

CDS 19966.. 20412 /locus-tag="SSP0015" 

/note="similar to 
gi | 27466932 | ref | NP-763569 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 88 in 148 
aa, BLASTP E ( ) : 7e-70" 
/codon-start=l 
/transl-table=ll 
/product="50S ribosomal protein 
L9" 

/protein-id="BAE17160 . 1" 

/db-xref="GI : 72493839" 

/ translation="MKVIFTQDVKGKGKKGEVKD 

VPVG Y ANNF L L KKNMAVE AT P GN L 

RQLEQKNKAAEAERC'C'EIEEJAKI [ KE'JL; EIEVE 

VSAKTGEGGKLFGSVSTKQITQAL 

QQQHDIKIDKRKMDLPNGIHALGYTNVPVKLDKE 

VEGTIRVHTVEQ" 

gene 20443.. 21852 /locus-tag="SSP0016" 

CDS 20443.. 21852 /locus-tag="SSP0016" 

/note="similar to 
gi | 2 7466933 |ref INP-763570 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 93 in 464 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 
/product="replicative DNA 
helicase" 

/protein-id="BAE17161 . 1" 

/db-xref="GI : 72493840" 

/ translation="MDGMDGMYEQNQMPHSNEAE 

QSVLGAIIIDPELINTTQEVLLPE 

SFYRGAHQHIFRAMMNLNEDNKDIDWTIMDQLS 

QEGRLNEAGGPQYLAELSSNVPTT 

RNIQYYTEIVFKHATKRKLIQTADSIANDGYNDE 

LELDTILNDAERRILELSSTRESD 

GFKDIRDVLGDVYENAELLDQNSGQTPGIPTGYR 

DLDQMTAGFNRNDL 1 1 LAARP SVG 

KTAFALN I AQKVATHEDHF S VG I F S LEMGADQ L A 



TRMICSSGNVDSNRLRTGMMTEED 
WNRFTIAVGKLSRTKIFIDDTPGIRITDIRSKCR 
RLKQEHGLDMIVIDYLQLISGSGS 
RFSDNRQQEVSEISRTLKAIARELECPVIALSQL 
SRGVEQRQDKRPMMS DIRESGSIE 
QDADIVAFLYRDDYYNRGEDEDDDDDSNYEPQTN 
DDNGE IE I I I AKQRNGPTGTVKLH 
FMKQYNKFTDI DYAHADFG " 

gene 22148.. 23431 /locus-tag="SSP0017" 

CDS 22148.. 23431 /locus-tag="SSP0017" 

/note="similar to 
gi I 57285312 | gb | AAW3 7406 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 89 
in 427 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 
/product=" adenylosuccinate 
synthase" 

/protein-id="BAE17162 .1" 

/db-xref="GI : 72493841" 

/ translation="MSSIVWGTQWGDEGKGKIT 

DF L AE Q AD V IARFSGGNNAGHTIK 

FGGETYKLHLVPSGIFYKEKLAVIGNGVWDPVA 

LLKELDALNERGISTDNLRISNRA 

QVILPYHIKQDEYEEERRGDNKIGTTKKGIGPAY 

VDKAQRIGIRVADLLDKETFEKLL 

KDN I E YKGAYFEGLIFGKACPTFEE I FETYYAAGQ 

RLAQFVTDTAKVLDDAFVADEKVL 

FEGAQGVMLDIDHGTYPFVTSSNPVAGNVTVGGG 

VGPTFVSKVIGVCKAYTSRVGDGP 

FPTELFDEDGHHIREVGREYGTTTGRPRRVGWFD 

SWLRHSRRASGITDLSINSIDVL 

TGLKEVKICTAYELDGKEITEYPANLKDLQRCKP 

IFETLPGWTEDVTGCRSLEELPNN 

ARRYLERISELCDVKISIFSVGPDRNQTNLLKSL 

W" 

gene complement ( 23521 .. 24732 /locus-tag="SSP0018" 

) 

CDS complement (23521 . .24732 /locus-tag="SSP0018" 

) 

/note="similar to 
gi | 427818 82 |ref INP-9 79129 . 1 | 
[Bacillus cereus ATCC 10987], 
percent identity 41 in 398 aa, 
BLASTP E() : le-85" 
/ codon-start=l 
/transl-table=ll 
/product=" putative 
glycosyltransf erase" 
/protein-id="BAE17163 .1" 
/db-xref="GI : 72493842" 
/ translation="MAKVLFINSGSIGHLNPTIA 
VCKELVARGEEWYYIGDQYQDKL 
KDTGVEIRTLPTDEI IQRFTAYGSGNLFHWNGL 
LNTADVI LPKI LEDTKNEHYDYL I 
SDSMFSFGNLIAQKLHIPTISSITSFAHTAETFE 
AALNYNAQALSETEMNDVEDTFNH 
LQQHIQTTYGVEVNSRYETMNNPGDFNIAYILEK 
FQINPELFDSAHYRFVGPSVMQPQ 
STDFMSQVDQSRPIVYVSLGTVFNQNIGFFNQCF 
AALKDLDVSVIVSIGEANNAADFD 



tRNA 
tRNA 



25017. .25091 
25098. .25170 



25365. .25823 
25365. .25823 



26277. .27683 
26277. .27683 



28100. .28801 
28100. .28801 



TVPDNVLLKSYVPQTELLQHTALFLTHAGMNSTN 
EALLMDVPLLAFPQNADQPLVAQQ 
IENINVGQQLNSETVTTEDLKAKWEMLQNRATY 
QAQ I KKI KQTQALDQPGYVT AVDQ 
ILTFRDHHINH" 
/product="tRNA-Glu" 
/note="SSPtRNA01" 
/product="tRNA-Asp" 
/note="SSPtRNA02" 
/locus-tag="SSP0 019" 
/locus-tag="SSP0 019" 
/note="similar to 
gi 120089628 | ref | NP-6 15703 . 1 | 
[Methanosarcina acetivorans C2A] , 
percent identity 29 in 105 aa, 
BLASTP E() : 2e-05" 
/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE1716 4. 1" 
/db-xref="GI : 72493843" 
/ translation="MTNHKHIEETDLINLISDRH 
HDLRQKVEYMTAQQLPQVHFGSSE 
WYLIMIIKYDQPTFAELTHKINLTRQAIHKAVKQ 
LEQK(J T ~ ^ IE EllllI I EI F TLT 
EFGIMCYEKY I KNKQH I I EH I GQVI GASEVAHLE 
QLLQADWQLENDKPDE " 
/locus-tag="SSP0020" 
/locus-tag="SSP0 02 0" 
/note="similar to 
gi 1 16077336 | ref | NP-3 8 8 1 49 . 1 | 
[Bacillus subtilis subsp. subtilis 
str. 168], percent identity 45 in 
456 aa, BLASTP E(): e-117" 
/codon-start=l 
/transl-table=ll 

/product="putative permease of the 

major facilitator superfamily" 

/protein-id="BAE17165. 1" 

/db-xref="GI : 72493844" 

/ translation="MATQVNVKSPKMFALVLMIG 

GFMGLFSETALNMALTDIMADFKV 

SAATVQWL T T G Y L LVMAC L VP AS S YL I KWF S T KT 

LIVSGILLSLLGWIGALAPNFGL 

LLLGRLIQALGTGILLPIMVTVLMLIFPIEKRGA 

VMGIMGLVITAGPALGPTLSGVI I 

SASSWHYIFWI SAVLYLWLGLAFTNTENVGE I S 

KPKIDILSICLSTIGFAGLIFALS 

SMAEAAFTNVIVWLPLVIGILALI IFWRQFKID 

SPMLNLNVFKYPMFVLGAAMVF I T 

ILCILSTGILLPLYLKGALLFSSVIAGLTLLPGN 

AVNLVLSPWGSLFDRFGARYFGI 

IGYLLMFIAAMTFALI ISASTPVWAI ILTFMVLF 

FGITMVMMPAQTNALNQLPHDLYA 

DGSATITTLIQVGGSAGTAIAITLYTTAMKSFGA 

ANPNVSQEIILSHGVQFTFFFITA 

LTVIGFILSLFVKKQKSV" 

/locus-tag="SSP0021" 

/locus-tag="SSP0 021" 

/note="similar to 

gi I 27466936 | ref | NP-763573 . 1 | 



[Staphylococcus epidermidis ATCC 
12228], percent identity 96 in 233 
aa, B LAS TP E ( ) : e-128" 
/codon-start=l 
/transl-table=ll 
/product="response regulator" 
/protein-id="BAE17166 .1" 
/db-xref="GI : 72493845" 
/ translation="MARKWWDDEKPIADILEF 
NLKKEGYEVFCAYDGNDAVDLIYD 
EEPDIVLLDIMLPGRDGMEVCREVRKKYEMPIIM 
LTAKDSEIDKVLGLELGADDYVTK 
PFSTRELIARVKANLRRHYSQPAQEVNDASNEIT 
IKDIVIYPDAYSIKKRGDDIELTH 
REFELFHYLSKHMGQVMTREHLLQTVWGYDYFGD 
VRTVDVTIRRLREKIEDDPSHPEY 
IVTRRGVGYFLQQHE " 
gene 28814.. 30646 /locus-tag="SSP0022" 

CDS 28814.. 30646 /locus-tag="SSP0022" 

/note="similar to 
gi I 57285314 | gb | AAW37408 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 87 
in 608 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 
/product="two-component sensor 
histidine kinase" 
/protein-id="BAE1716 7. 1" 
/db-xref="GI: 72493846" 
/ trans lation="MKWLKHFQSLHTKLVIVYVL 
LIIIGMQIIGLYFTNSLEKELTQT 
FKNN I S Q YAKQ I E I N I EKVY DE DN A I N AQKE VQN 
LLNE YANRQE I EE I RF I DKDQI I M 
ATSKQSTRSLINQKANDNSIQKALSLGEINSHTV 
LKDYGNGKQ R V W V Y NLPVKTSNDG 
TIGDVYIEADINDVYNQLSNINQIFIVGTGISLL 
I TVI LGFF I ART I TKP I TDMRNQT 
VEMSKGNYTQRVKIYGNDEIGELALAFNNLSKRV 
QEAQANTESEKRRLDSVITHMSDG 
IIATDRRGRVRIVNDMALTMMGTMKEDI IGDHML 
KVLKLEEDFSLDEIQENNDSFLLD 
INENEGI IARVNFSTIVQETGFVTGYIAVLHDVT 
EQQQVERERREFVANVSHELRTPL 
TSMNSYIEALESGAWKDGELAPQFLSVTREETER 
MIRLVNDLLQLSKMDNESEQITKE 
IVDFNMFINKI INRHEMSAKDTTFVREVPTET IF 
TEIDPDKMTQVFDNVITNAMKYSR 
GDKRVEFHVKQNAL YNRMT I RVKDNG I G I P I NKV 
DKIFDRFYRVDKARTRKMGGTGLG 
LAISKEIVEAHNGRIWANSVEGQGTSIFITLPCE 
VLEDGDWDAE " 

gene 30636.. 31976 /locus-tag="SSP0023" 

CDS 30636.. 31976 /locus-tag="SSP0023" 

/note="similar to 
gi | 494822 73 | ref | YP-039497 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
57 in 447 aa, BLASTP E(): e-154" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 



protein" 

/protein-id="BAE17168 . 1" 
/db-xref="GI : 72493847" 
/ translation="MRSKELIKSI ILILLVLMSV 
VLTYMTWNFSPDLANVDNQGSNSK 
DYEPNTIGKPLNQGMDQVITPYQWHSKGDQTEG 
MEAT KQNIETILKPL KNH R VL H AE 
QMHSNHNLI IPDLTDEFLILDFSYDMPLATYLGQ 
ALNIDAKVPNNFKFDRLI IDNNKD 
GN VKL Y A I S S D RHNWRMT TSAKLNNL KK VMQ T Q 
HKKMQPYSEI ITNKDTIDRATHIF 
APKAPEAMKSYHTIYNRISVDTMNSILFNDSVW 
RSTKSGTATYNNNTGVANYNDETE 
KYRYTNLSEDENRSTNMQDSIPSTYDYINNHGGF 
TDDYRLFNIDNKNGELTYQMFLNG 
RPTFNDEYLNNIKVSWGDKGVFSYARALLKANVT 
IDSGGNETKLPGAETVRSELANNP 
EINFEDVTNMTIGYRMEEKPDKSDIEIQRNSEFK 
PQWYVQYNGEWRAYEDGRLE " 
gene 31977.. 32759 /locus-tag="SSP0024" 

CDS 31977.. 32759 /locus-tag="SSP0024" 

/note="similar to 
gi 127466939 | ref | NP-763576 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 58 in 263 
aa, BLASTP E ( ) : le-83" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17169 .1" 

/db-xref="GI: 72493848" 

/ translation="MNWKRAKTLFIFVFILVNIS 

LVIIYIDKVNKSHINDSEEENAVN 

FKQEEITIPDNLPSVKGLKMQLLTARSFDFSSYA 

KSRSEISSEDSGARAKGDINNAVD 

VGNDQYTALKSYVKDNVYKGKDYEMSNIDNDKVT 

FEQTYHDYPIMNNNKARLEFNINN 

DGKATSYKQTAMKSIAPSEGANNDKKQVNSAKSA 

IEALYYNRYLKRNDEVTNARLGYY 

TWKEPNVQVLEANWEIKVKHGDKIKTYYVEAVS 

DSPKIIEE" 

gene 33192.. 33983 /locus-tag="SSP0025" 

CDS 33192.. 33983 /locus-tag="SSP0025" 

/note="similar to 
gi | 274669 40 |ref INP-7635 7 7. 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 91 in 263 
aa, BLASTP E ( ) : e-138" 
/codon-start=l 
/transl-table=ll 

/product=" putative metal -dependent 
hydrolase" 

/protein-id="BAE17170 .1" 

/db-xref="GI : 72493849" 

/ translation="MIRMSVLASGSTGNATYVES 

DKG S I LVD AG L T GKKME E L F G Q I D 

KQIQNLNGILVTHEHSDHIKGLGVLARKYKLPIY 

ANEKTWTAIEKKDSKIPMDQKFIF 

NPYETKSLAGFDIESFNVSHDAIDPQFYIFHNNY 

KKFTILTDTGYVSDRMKGMIQGSD 

AFVFESNHDVDMLRMCGYPWKTKQRILSDMGHVS 



34583. .35062 
34583. .35062 



35198. .36919 
35198. .36919 



36942 . .37721 
36942 . .37721 



NEDAGRAMTDVITGSTKRIYLSHL 
SQDNNMKDLARMSVGQVLNENDIDTEKEVLLCDT 
DKANATPIYTL " 
/locus-tag="SSP0 026" 
/locus-tag="SSP0 026" 
/note="similar to 
gi | 27466941 | ref | NP-763578 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 86 in 159 
aa, BLASTP E ( ) : 3e-75" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical protein 
orfX" 

/protein-id="BAE17171 .1" 
/db-xref="GI : 72493850" 
/ translation="MKITILTVGKLKEKYWKQAI 
AEYEKRLSAYSKIEI IEVPDEKAP 
ENMS DKEVEQVKEKEGQRL L AKVKQQ S T VI T L E I 
KGNML TSEGLAKEIESRMTRGQSD 
FTFIIGGSNGLHKDVLDRSDYALSFSKMTFPHQM 
MRVI L I EQVYRAFKI MRGE AYHK " 
/locus-tag="SSP0 02 7" 
/locus-tag="SSP0 02 7" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="BAE17172 .1" 
/db-xref="GI: 72493851" 
/ trans lation="MDSGYHLPHNAVWEEFEFM 
LSLLDVSKEYYIYEDLKALFFEEM 
VKNGLFEKFHGRMYERIKNSINMKEIYFKVYNGK 
ATYDDIKKLYYTDSEKKPSKNFNQ 
NWNEIIRDYLEFMAFLGVLPTYYKGKNRENDKKH 
YISDTLIKYKNGTLLLSDI ILGMK 
FRNASKDYSNFEMYDITLRPFWAIKILQLAKEL 
GVLEVDGAVLCGLVKLQNNESLKD 
MSNIDFSNRNNNNWTKKQIKEFGRGLTFMKQWLN 
IVLEIPLVNTRNIKFDITNFDINN 
YDFYHESIFIGETYNHLEITPQIANI I ICPEKCN 
DEEVLSILKDAKLINENKQNAHIN 
FDTDLPSRELVIEADRLFKSKSKIEFELDEVQIQ 
EFSMSNENFDIGFQIAKSSDGTAY 
ENFIYQQLLNTFENSKVRQLGSQFTGQRLSDTVI 
DCWYHHQMKSRIKI IVECKAGKA 
IKSFDERKEINNVQNTLKLANINDYDGVWYI ITD 
SNQIPTQTHGGYRSSNNSYSFEEK 
LLTLQFDIQMSTGKPTIVTAFSYEMFMKFLSDIK 
EINGIITSQSTKHFWVWSKKFVNK AYISVQA" 
/locus-tag="SSP0 02 8" 
/locus-tag="SSP0 02 8" 
/note="similar to 
gi I 57015737 | gb | EAL52527 . 1 | 
[Campylobacter upsaliensis 
RM3195], percent identity 31 in 
267 aa, BLASTP E(): le-30" 
/ codon-start=l 
/transl-table=ll 
/product="putative DNA 
modification methylase" 
/protein-id="BAE17173 .1" 
/db-xref="GI : 72493852" 



/ trans lation="MAKLNDLTGKEWVKSTKSWF 

TLQSRQRYKTIKHPGKFPEELAEK 

FILFFSKKNEWFDPFMGVGSTAVASEENNREFK 

GIELESSFISMANSRLENNNNI IE 

GDSRYAKYYKDIEADFI ITSPPYWNMLGKSRGNS 

NSQHKDRIQKNLDLVYSDSSNDLG 

NIDDYSTFMKNLQKVFKNCNKVLKSRKYMVIVVQ 

NFRDSNGEYVTFAWDSVKYVEREG 

FTFVGEQIWCQDNKKLGIWGFPSTFISNNHHHYC 

LVFRKNE " 

gene 37714.. 38757 /locus-tag="SSP0029" 

CDS 37714.. 38757 /locus-tag="SSP0029" 

/note="similar to 
gi | 135422 47 | ref | NP-1 11935 . 1 | 
[Thermoplasma volcanium GSS1], 
percent identity 27 in 379 aa, 
BLASTP E ( ) : 6e-2 7" 
/codon-start=l 
/transl-table=ll 

/product="putative modification 
methylase" 

/protein-id="BAE17174. 1" 

/db-xref="GI : 72493853" 

/ translation="MSNIYSYHAKFHESIPNEYI 

NKYSQEFETILDPFCGSGTTLKES 

LKLGRNAIGIDVSPIAILSSKVNTNFYDKNKLKR 

VYDYILKQFNSNISINVIKFPDYE 

RWYTEENHLQLSKLKNIIDNIEENSYREFFLLCF 

LSI SNKVSNRRKTWN I GYLADNVL 

PDLDSKFVAIDSFKQKVSKEIENIDFEELYKLGN 

RSIHIEKKDINTAKLDCKVDMVMT 

SPPYPFAVDF I RYHRLSMYWLQEN I EQLTRQE I G 

ARNKRNKKGNLSLFFNEIEKSFIN 

IMRWRTDGYWAMTIADTTRNKVKIPFIDWTINL 

FYEHGWILVEDRIRELQQQTMAQK 

RIPEEHILVFKKI " 

gene complement ( 38843 .. 39355 /locus-tag="SSP0030" 

) 

CDS complement (38843 . .39355 /locus-tag="SSP0030" 

) 

/note="similar to 
gi | 22652 813 | gb | AAN03 83 1 . 1 | 
[Enterococcus faecalis], percent 
identity 29 in 167 aa, BLASTP E(): 
2e-15" 

/ codon-start=l 

/transl-table=ll 

/product="putative replication 

protein RepA" 

/protein-id="BAE17175. 1" 

/db-xref="GI : 72493854" 

/ translation="MNRTLQILLKRQKSLNFSVY 

SEFESKQLSMFNDDKTMIDFEGKK 

LSITLNPDFVYLLNNFDENSICFSMSDFTNLKSI 

YSKHLYRLFTEYQDESTYTFSIEA 

FREFLDINSKYPHMKDIDKPVLRMIKEELNQFYQ 

YFE YKKVLEMPQRVTE I KFNF I KV 

KNSCTNYISH" 

gene complement (39676 .. 40182 /locus-tag="SSP0031" 

) 

CDS complement (39676 .. 40182 /locus-tag="SSP0031" 

) 



/note="similar to 
gi 122 09 443 8 | gb | AAM91898 . 1 | 
[Staphylococcus aureus], percent 
identity 84 in 167 aa, BLASTP E(): 
3e-76" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17176 .1" 
/db-xref="GI : 72493855" 
/ translation="MENITNTLVTTAIFDEKRTH 
RYLLTKTWDSEKQTLTI ITMYPHY 
DGILNIDLTTQLIMNKVSEMDAFGSIYFVNLYSN 
ITTPINLKHLEENAYDNHTNIQIM 
KAVKESDEVILAWGAYAKKPWEARVNEVLEMLK 
PHKKKI KKL INPATNE IMHPLNPK ARQKW ILN" 
gene complement ( 40196 .. 40507 /locus-tag="SSP0032" 

) 

CDS complement (40196. .40507 /locus-tag="SSP0032" 

) 

/note="similar to 
gi | 140210 46 | dbj IBAB476 70.1 | 
[Staphylococcus aureus], percent 
identity 74 in 103 aa, BLASTP E(): 
4e-41" 

/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17177. 1" 
/db-xref="GI: 72493856" 
/ translation="MNRYITRGIANNLPNILQHQ 
LWQLVSEREQEQTKDNTLVDYFHI 
FQFNTHRNQLYIKHKQERPAYVKTQKANINQPIN 
INKVYIIREDDVDLSYYIMLLPNE Y" 
gene complement ( 40500 .. 40601 /locus-tag="SSP0033" 

) 

CDS complement (40500. .40601 /locus-tag="SSP0033" 

) 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17178 .1" 

/db-xref="GI : 72493857" 

/ translation="MHKYIKITQLVITILSEI I I 

WMKESERKEVSYE" 

gene complement ( 40603 .. 40941 /locus-tag="SSP0034" 

) 

CDS complement (40603. .40941 /locus-tag="SSP0034" 

) 

/note="similar to 
gi I 165798 48 | gb | AAL26663 . 1 | 
[Staphylococcus aureus], percent 
identity 94 in 112 aa, BLASTP E(): 
9e-57" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17179 .1" 

/db-xref="GI : 72493858" 

/ translation="MTLEQQLKHYITNLFNLPKD 

EVWHCESIEEIADDILPNQYVRLG 

PLSNKILQTNTYYSDTLHESNIYPFILYYQKQLI 



AIGYIDENHDMDFLYLHNTIMPLL 
DQRYLLTGGQ" 

gene complement ( 41416 .. 43044 /locus-tag="SSP0035" 

) 

CDS complement ( 41416 .. 43044 /locus-tag="SSP0035" 

) 

/note="similar to 
gi | 1402 09 73 | db j IBAB4 759 7.1 | 
[Staphylococcus aureus], percent 
identity 86 in 542 aa, BLASTP E(): 
0.0" 

/codon-start=l 

/transl-table=ll 

/product="cassette chromosome 

recombinase B" 

/protein-id="BAE17180 . 1" 

/db-xref="GI : 72493859" 

/ translation="MQQLKQKRVGIYVRVSTEMQ 

SAEGYSIDGQINQIKEYCNFHHFE 

VKDIYADRGISGKSMNRPALQRMLHDANKGHIDC 

VMVYKTNRLARNTSDLLKIVEDLH 

KQNVEFFSLSERMEVNTSSGKLMLQILASFSEFE 

RNTILENIYTGQHQRALEGYYQGN 

LPLGYNNIPDNKKDLMINQHEANIVKYIFESYAK 

GHGYRKIANALNHKGYVTKKGNPF 

SISAVTYILSNPFYIGKIQFAKYKDWNDKRRKGL 

NDKPVIAEGKHAPIIGKDLWDKVQ 

ARKKQVSEKPQVHGKGTNILTGLISCPQCSASMS 

ASTTVNTLKDGTKKRIRYYSCSNF 

RNKGSKVCSANSVRADVIEKYVMDQILEIVKSDK 

VIKQWERVNQEHQIDMAALNHDI 

AYKQQQYDEVQIKLDNLIKTLEDNPDLTSVLKNT 

IHQYEKQLNDITTQINQLKQQQNQ 

EKPSYDTKQIAALLQQIFQNVESMDKVQLKALYL 

TVIDRIDIRKDGNHKKQFYVTLKL 

NNEIIKQLFNDTPLDEVLLSTSSLFLPQTLFLQI 

gene complement ( 43065 .. 44414 /locus-tag="SSP0036" 

) 

CDS complement (43065. .44414 /locus-tag="SSP0036" 

) 

/note="similar to 
gi | 4948 49 45 |ref I YP-0 42166 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
92 in 448 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="cassette chromosome 
recombinase A" 
/protein-id="BAE17181 . 1" 
/db-xref="GI : 72493860" 
/ trans lation="MKQAMGYLRQSTTKQQSLAA 
QKQTIKVLAEKHNIQHITFYSDKQ 
SGRTDKRNGYQQITELIQQGQCDVLCCYRLNRLH 
RNLKNALKLMKLCQT YHVH I L S VR 
DGYFDMNKAFDRLKLN I F I S LAELE S DN I GEQVK 
NGLREKAKQGKLITTHAPFGYHYH 
NGTFTIDTVKSPTVKAVFNYYLQGYGYKKIAQYL 
EADNKFINRKPYQVRNI ILNPNYC 
GRVINQYGQYENMFPAIVSTTIYEEAQVTRTQKQ 
VKRKPSENQLKQKIKCPYCHSTLT 



NMTVRKP DH S L RYYVC P QNMNNARFVC EFKGINA 
QELETSVLATCQDFFQNQQLYSKI 
NHTIQQRLKKQKDIEAKNTLTQEQLIEKLAQGKI 
DAESFRKQTQSSRQHSKPILSINA 
YQIQKAFQNIIQQRFTLNMLYPYIDEIHINKNKT 
LTGIYFKNEPLNIVNQTTQSTIA" 
gene complement ( 44592 .. 44849 /locus-tag="SSP0037" 

) 

CDS complement (44592. .44849 /locus-tag="SSP0037" 

) 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17182 .1" 

/db-xref="GI : 72493861" 

/ translation="MKTNVNLLNYTIDSVEVDDH 

QKSIIVNYIDRYYHIQQYVLNETE 

QKLLKFYHLYPEFMNEKEITEHFIPSTRLERITM 

QHVINSI" 

gene complement ( 44914 .. 46704 /locus-tag="SSP0038" 

) 

CDS complement (44914. .46704 /locus-tag="SSP0038" 

) 

/note="similar to 
gi | 1402 096 8 | dbj IBAB47592.1 | 
[Staphylococcus aureus], percent 
identity 74 in 522 aa, BLASTP E(): 
0.0" 

/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17183 .1" 
/db-xref="GI: 72493862" 
/ translation="MSNNIFKQYPYWLDSTGWYE 
L I RAKNKNDE DK 1 1 RL S S P 1 1 1 EN 
KFLDPTTGVEKLTITDGKNIERIETSDILTTQKL 
PRLVMFGF S INEKY I KS LGNALQL 
MRQSLPISTLYTGVGVLSTDEGTVISLDEPYLSK 
DIKQSQADEI ICETKYDLQPKGTF 
EGWWQMYLDEVKGNLLLELAVIFGVSSLVTAFLK 
TKHEVEYFGTIFSFMGNSSTGKST 
AAALAVSIAGNPSKGDQTLFRGWNGTRNAIEGYL 
SNNFGVPIALDELSAATFKDTNGL 
LYSLAEGQGRLRANREGNVKNPHHFGSSVISTAE 
HT I FKDAS ANDGLRARC I E I S DVF 
TTSADNADAIKKGTSKNYGHVMPLVAEYLLNRES 
EVIKWFHKEHDWFKAQLNNETNNV 
GIRMFKRYATITTSARILERVIATPIDLVAVREY 
LVSYHVDSVSERSLAAKAIDSWQ 
FVARNRSKFAESKKLSIMTENYGLIELKDDHIQV 
KMLKDVFKHMLEENQYQDVKNVI D 
SLRAEGYIQMDSDRIAIKRNVKDTQGKTKTILFY 
HLVLPSEFAPVLGLSSDSEPYTPP 
QFDNNTTNKGLLNKFVKDGREWEEKGDLEL" 
gene complement ( 46830 .. 48257 /locus-tag="SSP0039" 

) 

CDS complement (46830. .48257 /locus-tag="SSP0039" 

) 

/note="similar to 
gi | 17025996 | dbj IBAB7212 4.1 | 
[Staphylococcus aureus], percent 
identity 87 in 476 aa, BLASTP E(): 



0.0" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17184. 1" 
/db-xref="GI : 72493863" 
/ trans lation="MNFENYKYFTGKDLMKECNL 
SEKMFKNSMDKLERVYKLDITRYK 
SNPSATNSGYSFNLFELELFKILLNNIEDFPVPT 
SAKKFDDIDLREEALKKNNSQFIS 
YITNISDSIDNIKNDALKAQIYASENYSFTLEWL 
SAQSKCNDALSSFFNYTNSLDLDK 
SSKLYRKLAHRIDELLFETLMEDNMTFDNDFNFK 
QLYKAHQYNKENNPENF I I YNQVE 
PDDSKYSNVNHEVARYISNEPTIDEYSERTDNKL 
LDFFIIDILNKLYLPSLNKRINHK 
IVTDDIQNDESKIREKLRKKEIVKYPFNVNGYFL 
SIENDLFSNYQRI INTINQYKNST 
FDLQNFESRLDNI INSSKPLISNDKFLNIYKEFY 
LSLSKFSNLFYTNRQSYIDDGMSP 
NQVESFLNDLYRIHLLLDKYSFNEDIEPLSKTNI 
TELTNAFHLFEEIKSTQIKDEIVS 
KQVNDLSSWSIAKTLSETLDNLKFE" 
gene 48684.. 49877 /locus-tag="SSP0040" 

CDS 48684.. 49877 /locus-tag="SSP0040" 

/note="similar to 
gi | 2312820b | r ef | ZP-0 0 1 1 0 0 5 8 . 1 | 
[Nostoc punctiforme PCC 73102], 
percent identity 31 in 394 aa, 
BLASTP E() : 3e-50" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17185. 1" 
/db-xref="GI : 72493864" 
/ translation="MDNDEKLLVEFLKDVDILNE 
IEANVDNFNVFEILGTINTEIRHS 
NMLAWLFNPNE VHGLNDLF I KKF I E I YLNKS S VE 
MDDSFVLKMLLKDFDDVIVRREWN 
HIDILLISEVNKVIFAIENKIWSKESKGQLNRYQ 
HVLESEFFDYEKNYIFLTPEAEDS 
SDIDTWISMSYIDVITCLENIVSMKKEIINPKVT 
SFINQYIDILRRYIVKDENLEKLC 
TEIYFKHKRALDLIFEYKPDIHSDISNKLQSIVK 
ETESLILDDSSKSLVRFTSQKLDE 
KMGRNNYESKWTSSNRYLLFEVRNNNNRKSLHLV 
IGPSDEETRKNLHEKALAHPNVFK 
KVKKKLSPVYNNIYTKELYSSNKQFEYEDI ITEV 
EKNFEQFLTHELHKIEEILLNEEI SYNTK" 
gene 50166.. 51905 /locus-tag="SSP0041" 

CDS 50166.. 51905 /locus-tag="SSP0041" 

/note="similar to 
gi 1 168 02510 | ref | NP-463995 . 1 | 
[Listeria monocytogenes EGD-e] , 
percent identity 22 in 599 aa, 
BLASTP E() : 6e-22" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17186 .1" 
/db-xref="GI : 72493865" 
/ t r an s 1 at i o n= " MEMN S YMI ENF AT DAVKN YC 



LHTSKIKSYIANEDKEPGYDGHLK 

IYDSISQTKDDYLGNIPVQIKGKKAKKKHPSLFK 

QNKVNKRDLEMYLKDGGCYYFWL 

INENGESQVYGRQLLPMYLKYKLKSKSKSVTIEM 

YEITSYKDFYDNCIQYLKQSKKQA 

NPIEFSINKKRNQKMTITSPENIVTDKNGFPLND 

FYSFIHINDSDIKVTVPDEILRPE 

KFSKLQKGS I YSEGKVI YEGNIRFDVTSTYTS I I 

IDESFYLTKYNESKKAKYSLLPIK 

NIDRYLEVLNLVKSLSNGGEFIFEDVQVILDKFK 

LDKSIDRLTSILTQFKQVTVETDN 

LIKKSTI INDDNIEKQLGEMVGI IKI IKNKEFNA 

YNMKKDKFYKI LFGNNNF I LWKYN 

NVIYNVF S DNFLKRVE LWDNETMLAIY S FNT S F 

MINTINFDFQLIEKYLKTEDFSNI 

SIQKWNYINNFCLELIKSYDITKELGFLNIAEFI 

LSNIDIKDIDSTFITKINLAQVKI 

RKDERLESDLKKLLVELKSKLKSINSDDASLHLS 

IIFGSKTEAMIYFENLSEEELGVF 

KNYPIYYLYQKLL" 

gene 51947.. 53422 /locus-tag="SSP0042" 

CDS 51947.. 53422 /locus-tag="SSP0042" 

/note="similar to 
gi 114021054 | dbj IBAB4 76 7 8.1 | 
[Staphylococcus aureus], percent 
identity 90 in 491 aa, BLASTP E(): 
0.0" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAEl 71 8 7.1" 

/db-xref="GI: 72493866" 

/ translation="MLSDNIIKELYSKEDIRIEL 

ELTPHMFNKRUET I AKLFKI DMKN 

FHNYKGQDKNNQYTFNGVAKELIKVLLKSVDYYP 

VDINSKDFKQNGQPKKEMIENISA 

S S YMEYTYQLMKAINE IQYKRL I AD I HMKDVYQN 

TKAWLGIGESINKKEQELYQYMKP 

LPLHKRIELQNEVLKSIDETIFQFMAKEHRNTQI 

KENNELEEYTNAIKEGKYPKKDYE 

LNHLLYKKNEIPLDSLIKDVWDYDETEYIELDWL 

IADMLKRSQRADSNFIESLEKKNK 

LRKN I HKDS IKSISRLI DHE L VKNNRKWDVAE F Y 

KNQQFWNSSSLRRNSQKFGILYYK 

KNRLHTMNQSNI IKKIKI IEANLESANKQPSYLD 

FFLQAKFDLERLESELMKYS INPK 

Y YNK I N S D YVR Y A I E DVHNA IIKIDRYIS N DK VK 

VNYSNAQMWRNEITEQGSYFVTQ 

ALNMVSKVEESGYYFDNFMVGPFVEDFKKAIKNR 

RFGSKTD" 

gene 53649.. 54749 /locus-tag="SSP0043" 

CDS 53649.-54749 /locus-tag="SSP0043" 

/note="similar to 
gi 114021052 | dbj IBAB4 76 76.1 | 
[Staphylococcus aureus], percent 
identity 87 in 366 aa, BLASTP E(): 
0.0" 

/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17188 . 1" 
/db-xref="GI : 72493867" 



55110. .56750 
55110. .56750 



56743. .56820 
56743. .56820 



56975. 
56975. 



58657 
58657 



/ trans lation="METRDKLMSLTQSNKTQQWL 
MDKSSNQDYVQQLQQQFSQQLDQQ 
YNAL L ADEKAKL DQ YVE VHHN LEVLKKEIESEPI 
MLNIDKLPDIKSTMLEKAKNDEHS 
DRIEKLFDRLEQALNGTNRLYTQLSLIGTRTHRI 
TTKNFNLQGLPKAVQRT I LP SKYK 
KVYTVDFKSFEPSWAYMTQDSKLIDFLNQKDGL 
YDALLSELELQDEQRVLVKRAFIG 
SFLFGGNFDSPKFKLKQYVSEVQWLDAVSQFTKV 
IELKKQIEEHKTIPMPYGIEHDMS 
AFQGSSIMAFYVQTVASYIFKHILLEVYKAQCTQ 
KSFQIILPIHDAIMIECDDEETAQ 
SVAQLMKSKANKLFNGEFAHVTVEALGGVSNE " 
/locus-tag="SSP0 0 44" 
/locus-tag="SSP0 0 44" 
/note="similar to 
gi | 492570 44 | dbj IBAD2 4 833 . 1 | 
[Staphylococcus aureus], percent 
identity 81 in 547 aa, BLASTP E(): 
0.0" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17189 .1" 

/db-xref="GI: 72 493 86 8" 

/ translation="MNHILETLIKLLKVGMEAID 

RKGLIAILTSSIGNDEMDDSEQAV 

MVYNELIDKLQLNIPKDVDYRPNIYSYFGIQKKP 

NDTILVEMMISIFHIKRFDSELFV 

FKDKGWQKVNEDELQGLISKMIQVLLVDYKPSLS 

I LKNVWGLQNS I DVEELVENKQY 

IGCGHNMFNLDAFEWGNSIKIFPATRLNLELVK 

SDVITEKTPPHFNRYMLEFANFDS 

DLQYFLFQHIAVLLTANTKYRRALLLYGGAKNGK 

SVFINLVRSFFYSEDIVSKALNEL 

QGRFDKESLVGKKLMASDEIGESRIQEKIVNDLK 

KLVSVEPVHVDRKGKTQVETTLDL 

KLAFGTNARLNFPSAHAKALERRIAVIPCEYYVE 

KADPDLIEKLQDEKKEIFLYLMYV 

YKQIVKNDIEYLQNDRVTEISHDWLNFGYEFVSS 

KSAS I ANQKAC INLLRKL I E I KPG 

SRIKVSELNKVINEEIKVSSQVIKQLIQANFDTQ 

TKLYNGYDYWIDLGWKEADKKEIH 

DISKKDNIISLDKNENITDDETLDEENLDFDWED 

FDDE " 

/locus-tag="SSP0 0 45" 
/locus-tag="SSP0 0 45" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17190 . 1" 

/db-xref="GI : 72493869" 

/ translation="MNNEQIEAFVEVLVPI IEER 

INKGK" 

/locus-tag="SSP0046" 
/locus-tag="SSP0 0 46" 
/note="similar to 
gi | 49257045 | dbj IBAD2 4 83 4.1 | 
[Staphylococcus aureus], percent 
identity 95 in 537 aa, BLASTP E(): 
0.0" 

/ codon-start=l 



58756. .59094 
58756. .59094 



59190. .59501 
59190. .59501 



59517. .60023 
59517. .60023 



/transl-table=ll 
/product="cassette chromosome 
recombinase C" 
/protein-id="BAE17191 . 1" 
/db-xref="GI : 72493870" 
/translation="MSGKIALYSRVSTSEQSEHG 
YSVKEQEQVLIKEWKNFPGYDYE 
TYIDSGISGKNIEGRPAMKRLLQDVKDNKIEMVL 
SWKLNRISRSMRDVFNI IHEFKEH 
GVGYKSISENIDTSNASGEVLVTMFGLIGSIERS 
TL I SNVKMSMNAKARSGEAI TGRL 
QGYRLSLNPLTQKNDLVIDENEANIVREIFDLYL 
NHNKGLKAITTVLNQKGYRTINQK 
PFSVYGVKYILNNPVYKGYVRFNNHQNWAVQRRS 
GKSDKNDVILVKGKHEAI ISEEVF 
DQVHEKLASKSFKPGRPIGGDFYLRSLIKCPECG 
NNMVCRRTYYKTKKSKERTIKRYY 
ICSLFNRSGSSACHSNAINAEWERVINVHLNRI 
LSQPDIIKQIASNVIEELKQKHSN 
QTEIKYDIDSLEKQKAKLKTQQERLLELFLDDQM 
DSEMLKAKQSQMNGQLKMLDKQIK 
EAQQATESQDEVPNFDKLKSRLTMMISRFSVYLR 
EATPEAKNQLMKML IDSIEITTDK 
KVKLVRYKIDESLIPQSLKKDWGSFFMPKIHFII 
YGTQKYSIDKITTFATLS " 
/locus-tag="SSP0 0 47" 
/locus-tag="SSP0 0 47" 
/note="similar to 
gi | 165798 48 | gb | AAL26663 . 1 | 
[Staphylococcus aureus], percent 
identity 93 in 112 aa, BLASTP E(): 
6e-58" 

/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="BAE17192 .1" 
/db-xref="GI : 72493871" 
/ translation="MTLELQLKHYITNLFNLPRD 
EKWECESIEEVADDILPDQYVRLG 
PLSNKILQTNTYYSDTLHKSNIYPFILYYQKQLI 
AIGFIDENHDMDFLYLHNTVMPLL 
DQRYLLTGGQ" 
/locus-tag="SSP0 0 48" 
/locus-tag="SSP0 0 48" 
/note="similar to 
gi 114021046 | dbj IBAB4 76 7 0.1 | 
[Staphylococcus aureus], percent 
identity 95 in 103 aa, BLASTP E(): 
2e-51" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17193 .1" 

/db-xref="GI : 72493872" 

/ translation="MNRYITRGIDNNLPI ILQQQ 

LWKLVAQRENEQSKELEAIDYFHI 

FQFNMHNDQLCIKHKQERPEYIKTHKANYSKAIN 

IKKVYI IREDDVDLS YYVMLLPEE Y" 

/locus-tag="SSP0049" 

/locus-tag="SSP0 0 49" 

/note="similar to 

gi | 22 094438 | gb | AAM9189 8 . 1 | 



gene 60043. .60180 

CDS 60043. .60180 



gene 60351.. 60554 

CDS 60351. .60554 



gene complement ( 6 0680 

) 

CDS complement (60680 

) 



[Staphylococcus aureus], percent 
identity 75 in 168 aa, BLASTP E(): 
5e-71" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17194 . 1" 

/db-xref="GI : 72493873" 

/translation="MQNIQCILETEAIFSDDNQH 

RYLLKKTWDKDKKI ISVITCYPNF 

EGTKKLDLTTQLILNKVSEMKDFGSINFVNLYSN 

MITTTNIKHMANSHDKHTDIHIMK 

WKE S DEVI LAWGAYAKKP I VEMRVNE ILEMLKP 

HKKKVKQLINPETNEIMHPLNPKA RQKWILKS " 

/locus-tag="SSP0 050" 

/locus-tag="SSP0 050" 

/ codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17195. 1" 
/db-xref="GI : 72493874" 
/translation="METKQINIVSLQMIKIDTLS 
YLKRRITSPHQIVKYSNRVFLIMH R" 
/locus-tag="SSP0 051" 
/locus-tag="SSP0 051" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17196 .1" 
/db-xref="GI: 72493875" 
/ translation="MIVGNYHYNEVYDEYTSLKV 
WRYMESEDVDLETALNHLGLDYID 
ALPDEEDIPELEKEKQKLIERGY" 
61915 /locus-tag="SSP0052" 

61915 /locus-tag="SSP0052" 

/note="similar to 
gi I 7658152 | gb | AAF66 0 82 . 1 | 
[Lactococcus lactis subsp. 
cremoris], percent identity 35 in 
438 aa, BLASTP E(): 2e-60" 
/codon-start=l 
/transl-table=ll 
/product="putative restriction 
endonuclease S subunit" 
/protein-id="BAE1719 7. 1" 
/db-xref="GI : 72493876" 
/ translation="MTNEVKNVPKLRFQRFEDEW 
KKKRLKDIVEPLKGNSGENKNLPV 
LTISAKKGWLNQKERFSQVIAGNSLSKYNELKKG 
DLSYNKGNSKVALYGIVYKLGFDN 
ALVPNVYKSFRPKPNNVSDFLEKYFHTKILDRQL 
RRVITSTARMDGLLNISDYDFYNM 
SLNIPVNNEQKKIGDFFSKLDQQIELEEKKLAKL 
EEQKKGYMQKIFSQELRFKDENGN 
DYPEWEEINLGSLYKKGKAGGTPKSTESKYYNGK 
VPFLSISDITKQGKFLNTTEKKIT 
QEGLDNSTAWLVPVNSINYAMYASVGYLSINKIE 
VATSQAIFNMVFEDYNLVEYLYYY 
LNYIRDKGVLEKLMGTGTQSNLSASIMKNITVKV 
PSKNEIIKTSKFLGNVDELIETQS 



SKVELLKERKEGLLQKMFV" 

gene complement ( 61908 .. 63464 /locus-tag="SSP0053" 

) 

CDS complement (61908 . .63464 /locus-tag="SSP0053" 

) 

/note="similar to 
gi | 57284783 | gb IAAW36 8 77 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 85 
in 518 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 
/product="putative type I 
restriction-modification system 
methyltransf erase subunit" 
/protein-id="BAE17198 . 1" 
/db-xref="GI : 72493877" 
/ translation="MSITEKQRQQQAELHKRLWS 
IANDLRGNMDASEFRNYILGLIFY 
RFLSEKAETEVAEALSGEDLTYEEAWEDEEYRED 
LKDELIENVGYYIEPQDLFSSMVT 
EIENQRFDIEHLVQAIRKVETSTLGQNSEEDFIG 
LFSDMDLSSTRLGNTVKERTALIS 
KVMVNLGDLPF VHS DME I DMLGDAYEF L I GRF AA 
NAGKKAGEFYTPQQVSKILAQIVT 
L G K D K L RN V Y D P T C G S GSLLLRVGKETTVYRYNG 
C'E Rllll T T Yll L ARU11UL L H DVRFE1I 
FDIQNDDTLENPAFEGEKFDAWANPPYSAKWSA 
DSKFNDDERFSNYGKLAPKSKADF 
AFIQHMVHYLDDEGTMAWLPHGVLFRGAAEGVI 
RKYLIEEKNYLDAVIGLPANIFYG 
TS IPTCVLVFKKCREADQDVLF I DASNEFEKGKN 
QNHLTDEQVEKI IATYKNREAVDK 
YS YAANLKE I DEI'IDYNLNIPRYVDTFEEEEPVDL 
D KVQ Q D L II Q I D D E I AQVE KE I D G Y 
LKELGVYKHD" 

gene complement ( 63578 .. 66370 /locus-tag="SSP0054" 

) 

CDS complement (63578 . .66370 /locus-tag="SSP0054" 

) 

/note="similar to 
gi | 49482 43 7 | ref | YP-039661 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
75 in 928 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="putative type I 
site-specific 

restriction-modification system 

restriction subunit" 

/protein-id="BAE17199 .1" 

/db-xref="GI : 72493878" 

/ translation="MVYQSEFALETEMMEQLKSN 

GYETVTIRNEQQLLDNFRSILNER 

HADKLNGDPLTDKEFQRLLTMINGKGIFESARIL 

RDKMPLKRDDESEVYLSFLDTRHW 

CQNKFQITNQVSVDDTYKARYDVTILINGLPLVQ 

I ELKRRG I D INEAFNQVMRYRKQN 

YTGLFRYIQLFIISNGIDTRYISNNDGEIYKSHM 

FYWSDKENNRINTLNEFTETFLRP 

CHIAKMISRYMILNETDNILMAMRPYQVHAVEAL 



IHQATETSNNGYIWHTTGSGKTLT 
SFKASQVLSEQDDIKKVIFLVDRKDLDSQTEEEF 
NKFSKGSVDKTNNTAQLVKQLKDK 
SLPLIVTTIQKMSKAIQNNAEALDQYKTDKWFI 
IDECHRSQFGDMHRIVRQHFNNAQ 
YFGFTGTPRFEENQSQDGRSTADIFGRCLHTYLI 
KDAI HDGNVLGF S VDY INT I KAQN 
IDTETDELVEGINTDEVWLSDQRVELIARHITEN 
HDKYTRNRQ Y S AI F T VQ S I P AL VK 
YYDAFKKISKDYEHPLKVAGVFSYAANEERNEGE 
VDEAHSRGKLEEVIQDYNLNFGTN 
FSTDTFQEYFNHISKNVKKGVKDNKIDVLIWNM 
FLTGFDSKVLNTLYVDKNLKYHDL 
IQAYSRTNRVEKETKPFGKIVNYRDLKQNTDNAL 
KLFSQTEDTDRVLMRDYDEYKAEF 
VDALAELKAVALKPQDMDQVQDENEKKAFVEAFR 
LVSKLVLRLKAFDEFDFTKANIGM 
NEQEFEDYKSKYFAIYDEVKPKRGEVEKVSILND 
IDFEIEILRNDRINVSYIMDLVRQ 
IDLKDKAEQQRNRDQIRRMLDNADDPTLRLKRDL 
LREFIDDVIPELSEEDNIDEAYIL 
FENAKRESEFNQFAQQQAVDEQVLKDITGEYEYS 
GIVNQDHLKELVGDKKLREKRQTK 
KAVT S F VEE VS E K Y S S " 
gene 66627.. 67700 /locus-tag="SSP0055" 

CDS 66627.. 67700 /locus-tag="SSP0055" 

/note="similar to 
gi 128829800 | gb | AAO523 02 . 1 | 
[Dictyostelium discoideum] , 
percent identity 25 in 344 aa, 
BLASTP E() : 8e-23" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="BAE17200 . 1" 
/db-xref="GI : 72493879" 
/ translation="MKFRKLGMLGLSSFI ILSAC 
GQNTDNNNKKDNDQTQERDKKSDE 
1 3ATNEAN 
SQNSRTITIDEAKSIAFNSEDILN 
FTQNKDELIYNKDKSNNDEIFIETPFGGINESVK 
HHAIIDKNTGKI IKTGGAITSPDG 
PIKAENGYIDKDIYNSTTDFYNTYVYKKGMPEFE 
TATSDVPEQKYKELSNIVGNYWQK 
EQGYDNESNQSTSNNNQSQNEKENNQTSDNSKQS 
TKKDAKVDQNREN IETNNDESNQK 
QNNEEQQENSNEEASQNEEREDPNQQIEQPSSED 
KQNPDAAQENNNQNNDENTDGNNY 
ENEQSQDVESKSSENDKETSNAS " 
gene 67735.. 68484 /locus-tag="SSP0056" 

CDS 67735.-68484 /locus-tag="SSP0056" 

/note="similar to 
gi I 55820776 | ref | YP-139218 . 1 | 
[Streptococcus thermophilus LMG 
18311], percent identity 51 in 251 
aa, BLASTP E(): le-62" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17201 . 1" 
/db-xref="GI : 72493880" 
/ translation="MVSVTQRISQIKQPRGGYLN 



68526. .69032 
68526. .69032 



69029. 
69029. 



69502 
69502 



69784. .70647 
69784. .70647 



RKSFEVKQLEPETLIDTKYENIAP 
QTIGLWDYLTRMVINQDKEKSFAISLTGAKLAG 
ELQTAESLLKDINDNDDLSI IKAC 
QLVNYDMVYRAGSMPKEFKIPDQDTINNIKSLIN 
RSLSFFNQIGEVKMDGFTFEGGYT 
SIIDTGDGDFLTEDTLWDFKVSKQLPQKNSTLQL 
VIYYLMGKASQNPTFENIRYIGIY 
NPRFNQIYKYDMTQADSEMIETIQKCVIGYD" 
/locus-tag="SSP0 057" 
/locus-tag="SSP0 057" 
/note="similar to 
gi | 17227189 | ref | NP-478355 . 1 | 
[Staphylococcus aureus], percent 
identity 56 in 157 aa, BLASTP E(): 
le-39" 

/ codon-start=l 
/transl-table=ll 

/product=" truncated hypothetical 
protein" 

/protein-id="BAE17202 .1" 
/db-xref="GI : 72493881" 
/ translation="MKKTITSLAVATLLLSASGV 
VKAAENKEDWDEPVFIKGADLEGQ 
DLQQTENDLGVDDNYETYNVNVNDVSNYIPNSSN 
LSYIYSSATIE HKKWGKG VD VK I D 
TPDNITKVTSEQYQNAAITAGIKNAEIHIASVEP 
VTGEGALAGIYKAYEEKGNDLILK IFKIQTKK" 
/locus-tag="SSP0 058" 
/locus-tag="SSP0 058" 
/note="similar to 
gi | 17227189 | ref | NP-478355 . 1 | 
[Staphylococcus aureus], percent 
identity 52 in 149 aa, BLASTP E(): 
5e-37" 

/codon-start=l 
/transl-table=ll 
/product="truncated conserved 
hypothetical protein" 
/protein-id="BAE17203 .1" 
/db-xref="GI : 72493882" 
/ translation="MNDLGTISEENKGKDGYSDE 
ALNAS I AD I KEQLAD I KQNQDKQ I 
TQQQVEDTVNKVLDERGLSEILSNNQIQMINNNM 
VNVANSNALTSDPKAFKQNAKDVL 
KNIEKNSDDLLNKGKDKAKDLNTEENRNLLQRLW 
DGIVEIIQSIIQFFSNLLNKL" 
/locus-tag="SSP0 059" 
/locus-tag="SSP0 059" 
/note="similar to 
gi I 57285193 | gb | AAW3 72 8 7 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 76 
in 284 aa, BLASTP E(): e-122" 
/codon-start=l 
/transl-table=ll 

/product="UTP-glucose-l -phosphate 

uridyltransf erase" 

/protein-id="BAE17204 . 1" 

/db-xref="GI : 72493883" 

/ translation="MKIKKAI IPAAGLGTRFLPA 

TKAMPKEMLPILDKPTIQYI VEEA 

VAAGIEDI I IVTGKHKRAIEDHFDNQKELEMI LE 



71017. .71685 
71017. .71685 



71701. .72393 
71701. .72393 



72393. .73157 
72393 . . 73157 



EKGKSDLLQSVKYSSNLANMFYVR 
QKEQKGLGHAIWTARQFIGNEPFAVLLGDDIVQA 
DTPAIKQLMNQYETTGKSI IGVQQ 
VNEIETHRYGIVDPEESYNELFSVNKFVEKPEIG 
TAPSNLAIMGRYVLKPDIFDYLER 
QEIGRGGEIQLTDAIEHLNSEDCVYAYNFEGERY 
DVGEKI GFVKT T I QFALKDD YMKK 
EITEFIKSINK" 
/locus-tag="SSP0 06 0" 
/locus-tag="SSP0 06 0" 
/note="similar to 
gi I 50669 7 | gb | AAA6 46 40 . 1 | 
[Staphylococcus aureus], percent 
identity 62 in 221 aa, BLASTP E(): 
2e-72" 

/ codon-start=l 
/transl-table=ll 

/product=" capsular polysaccharide 
biosynthesis protein" 
/protein-id="BAE172 05. 1" 
/db-xref="GI : 72493884" 
/translation="MEETIDLNKLFAILKKNMKY 
LIILPIVFLVLSMMMTFLFITPKY 
SSSTQVLVNQKETDSQMMAQQVQSDLQLVNTYSE 
IIKSPRILDKVSKNLKGKYSSEEI 
AGMLTVSNQAESQILNIAVENESREAAGKVANEI 
ANVF S KDVNK I MNVDNVS I L S KAD 
YYGSKDSPKPL INAWGVFLGL I VAL 1 1 1 FLKE I 
LDKRIKTEEDVEELLDLPVLGVIQ RFDY" 
/locus-tag="SSP0 061" 
/locus-tag="SSP0061" 
/note="similar to 
gi I 506698 | gb | AAA64641 . 1 | 
[Staphylococcus aureus], percent 
identity 65 in 229 aa, BLASTP E(): 
2e-80" 

/codon-start=l 
/transl-table=ll 

/product=" capsular polysaccharide 
synthesis protein" 
/protein-id="BAE17206 .1" 
/db-xref="GI : 72493885" 
/ translation="MAKKIDTEITTLITHKKPKA 
WSEKFRGIRSNILFSTADAEIQT 
LLIASDKPSSGKSTVSANIAVTYAQAGFKTLLID 
GDMRKPTQHYIFNKNNIKGLSNVI 
INKSTFEDAVYSTEVLNLDVLTSGPIPPNPSELI 
GS SNMMDLFEELKQRYDF I L I DTP 
PVNTVTDAQLFGELTKNAVYI IDVETNNKESVKK 
GKNLLEKSGTKILGAVLNKAQLDK 
SSSSYYYYGEES " 
/locus-tag="SSP0 062" 
/locus-tag="SSP0 062" 
/note="similar to 
gi | 49484857 | ref | YP-0 42 0 8 1 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
54 in 251 aa, BLASTP E(): le-76" 
/ codon-start=l 
/transl-table=ll 

/product=" capsular polysaccharide 
biosynthesis protein" 



/protein-id="BAE17207. 1" 

/db-xref="GI : 72493886" 

/ translation="MIDVHNHLLIGVDDGPQSVE 

ETISLLEQAKKQGITGIWTPHHL 

HPKYDNIFADVEWGINKLQHNQQIKDLEIQLYAG 

QEIRITDQILDDLEQHKVKGINGS 

KYLLIELPSNSVPHYTKNLLYEIQTKGFVPI IAH 

PERNKAIAKNINLLYELINNGALS 

QITASSLTGELGKNIQKLSIQILEHNLVHFVASD 

AHHSESRPFSLDALFSTPKLKNIE 

SVISMLLDNNEAMIQDKSWTGRPIEFKRNKFFG 

LF" 

gene 73181.. 75016 /locus-tag="SSP0063" 

CDS 73181.. 75016 /locus-tag="SSP0063" 

/note="similar to 
gi I 506 70 0 |gb| AAA6 46 43 . 1 | 
[Staphylococcus aureus], percent 
identity 73 in 599 aa, BLASTP E(): 
0.0" 

/codon-start=l 
/transl-table=ll 

/product=" capsular polysaccharide 

biosynthesis protein" 

/protein-id="BAE17208 . 1" 

/db-xref="GI: 72493887" 

/ trans lation="MKYISIKQRFMMLLF IDS 1 1 

VTFSVFLGYYILEPFFKGYSINVL 

ILSSLILLISHHVFAQIFDLYHRAWEYASVSELI 

LIVKSVTSSIVATGIIVPIFTQQA 

PFLRLYFITWMMHLLLIGGSRLSWRIYRKTFISK 

EGKKKPTLIVGGGRGGSLLIRQMM 

NTPYMGMEPVLWDDDSNKQKMSIASGVKVQGCI 

KDIPELVKKFNIKKIIIAIPTLSQ 

QRLRE INKLCEGTNVEVFKMPN I ENVMSGE I E VN 

KLKKVEVEDLLGRDPVELDMAS I S 

KELTHKTILVTGAGGSIGSEICRQVCKFTPDRIM 

LLGHGENSIYHIHQELIGLYKEEI 

EVIPI IADVQDKERMKKVMQAYKPYWYHAAAHK 

HVPLMEYNPQEAIKNNVLGTRNTA 

EAAKLAE VS KF VMVS T DKAVNPPNVMGAS KRVAE 

MVIQSMNNETSKTDFVAVRFGNVL 

GSRGSVIPLFKKQIEAGGPVTVTHPGMTRYFMTI 

PEASRLVLQAGALATGGEIFVLDM 

GKPVKIVDLAKNLIRLSGYKEEDIGIEFSGIRSG 

EKLFEELLNKDEIHPEQVYEKIYR 

GKVQKIEKEELYNKIDDFLINESVRDEI IFFVNN 

NKTGEEKCKMD " 

gene 75001.. 75765 /locus-tag="SSP0064" 

CDS 75001.. 75765 /locus-tag="SSP0064" 

/note="similar to 
gi 156964929 | ref | YP-1 7666 0 . 1 | 
[Bacillus clausii KSM-K16 ] , 
percent identity 38 in 248 aa, 
BLASTP E() : 2e-45" 
/ codon-start=l 
/transl-table=ll 
/product= "putative 
glycosy ltr an sf erase" 
/protein-id="BAE17209 .1" 
/db-xref="GI : 72493888" 
/ translation="MQNGLVSVIMPLYNNEDYIE 
KS ILSVINQTYENWE I L I INDKSV 



DSSKEIATKYSDIYSNIKLINLKINNGVANARNI 

GINNARGEYMAFLDSDDEWLPQKL 

EKQINFMNKNDYNFTCTYYGKMDSENSVLPTVIK 

PKYSLNYNQILKNNIGNSTAI INV 

KKLGKF T VP L I KKRNDYALWLKV I KKAKKVH T L E 

EVLSYHRLHSNSLSSKKLDLIKYH 

YLVYRNYENLSIVKTISLI IYWSVKTIYKMIRSK 

IL" 

gene 75762.. 76850 /locus-tag="SSP0065" 

CDS 75762.. 76850 /locus-tag="SSP0065" 

/note="similar to 
gi | 2821186 7 | ref | NP-782811 . 1 | 
[Clostridium tetani E88], percent 
identity 28 in 273 aa, BLASTP E(): 
9e-22" 

/ codon-start=l 
/transl-table=ll 
/product="putative glycosyl 
transferase" 

/protein-id="BAE17210 . 1" 
/db-xref="GI : 72493889" 
/translation="MKTLHLCSIFGDAFFQNFIK 
SINENNESEVFYPRKNGYTYNNNQ 
AFVHSLELYNGIDRYLYYTKQKKCINEIERYYKL 
NEFSIIHAHTLYTDGYQAYILNKK 
YNIPYIVTVRSTDINYFYKYRKDLYFIARNI IKN 
SKGIVFLSKSYLTRTEKLFNINLK 
SKSNIITNGIDDFFISNIYNKPKYNDNTKTILTV 
GYISKRKNQLKICKAINKLNKRGY 
SIKYVIIGKSLDKKILRKILKYSFVEYKEFMDKN 
TLIKEYRKADIFAMASLHETFGLT 
YLEALSQNTPVLYTKSEGFDQLFNDGEVGYSVNP 
LSTLDISEKIEKILQEKYRYDQVY 
LKVQQFEWQDIGRKYKLLYQNLGQAHDR" 
gene 76840.. 78051 /locus-tag="SSP0066" 

CDS 76840.. 78051 /locus-tag="SSP0066" 

/note="similar to 
gi I 572 853 49 | gb | AAW3 7 4 43 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 29 
in 404 aa, BLASTP E(): 5e-47" 
/codon-start=l 
/transl-table=ll 

/product=" capsular polysaccharide 

synthesis protein" 

/protein-id="BAE17211 . 1" 

/db-xref="GI : 72493890" 

/ translation="MTGKIKSKNYIKFLQDVLIN 

VLSSTLLAMSLQLI IFPFLSSGIS 

TTEFGTLIAIYGVNNLIVNFLGNSLNNIRLINRQ 

SVEGYNLIIYIINTLSVILVLISI 

NILSINIGAINLILFCIFTFLANNRNYFMVNYRL 

KLQYNKILKLNILI ILGYFLGLLL 

YMHTDLWS IIFLSGEI F AVI YMF I TNAL 1 1 NVS K 

DEFKFNKAITLDFIKLSFSNFINN 

FLNYLDRFLIIPILGAASMGIYFAASAISKI I IM 

I LTP INNVLL S H I TNLDMN I KRRR 

LILLYLITLLFIFPLYFI INSFSNFLVDILYINL 

ADEAKKLIPI ITIGILFNIVTNLL 

NNFLLKKYP I T YQT 1 1 QFVYGTVYLMLAI LL S TN 

FGLKGFAYSLVIANITKYLMHVLI 

VLFVKQNKEKN " 



78051. .79217 /locus-tag="SSP0067" 
78051. .79217 /locus-tag="SSP0067" 
/note="similar to 
gi | 2499141 | sp|Q48 453 | YCO 7-KLEPN 
[Klebsiella pneumoniae] , percent 
identity 23 in 354 aa, BLASTP E(): 
3e-09" 

/ codon-start=l 
/transl-table=ll 
/product="putative glycosyl 
transferase" 

/protein-id="BAE17212 .1" 

/db-xref="GI : 72493891" 

/ trans lation="MKKVLFVSKTRGFFNHLFNT 

KFNGWMISSLNNSYEKFTMKKKIL 

SLVGRST ILDI IGYIHTI KTVTNKAD I YATYNRF 

LEANVPYI I YLENPTALFHYKLKR 

YSTKMGKRNLTKLINDKNLKAVICMSEACREGFI 

KLYGPIIERDDLI IEQIYPLITEE 

KLQIDTRHNDNKKFSLLFIAQGKGFISKGGIEW 

NTFIQLEKKIKNIELNI ITSSNDI 

PPKILLKINNSENINLIEFGISYDELKKYYIESN 

VLIHLTRQDSFGLTILEAMKYGTP 

VITTKLYSIPELIKENKNGYLTEPSYWFFNQENL 

PNPAVWNNF F 11TIF, KK; DK; KEK 

FLYDKIIYLYENREDYNQLKDTAYRNSKEKPFSE 

EFIINKWENLLNKIEMRKEK" 

79372 .. 80376 /locus-tag="SSP0068" 

79372. .80376 /locus-tag="SSP0068" 
/note="similar to 
gi I 45533027 |ref | ZP-00184022 . 1 | 
[Exiguobacterium sp. 255-15], 
percent identity 62 in 330 aa, 
BLASTP E() : e-116" 
/codon-start=l 
/transl-table=ll 
/product="putative UDP-glucose 
6 -dehydrogenase" 
/protein-id="BAE17213 .1" 
/db-xref="GI : 72493892" 
/ translation="MNYNSLNIRFSNNLESSLED 
AEYIIIATPTDYDENNNYFDTSTV 
EEVIEKCIKMNDNATI I IKSTVPVEYTKKIKEKY 
NKKNIIFSPEFLREGNALYDNLYP 
TRIIVGEKSDKGKEIAELFRKGALNNNAKILLTN 
STEAEAIKLFSNTYLAMRVSFFNE 
LDMYAEINDLNSKDI IEGVSLDSRIGEHYNNPSF 
GYGGYCLPKDTKQLKANYKN I PNN 
IISAWDSNNTRKKFITNQIMSKNPKTVGIYRLT 
MKTNSDNFRYSSIQDIMHNLNEKT 
ELIIYEPTYKEDTFENIKVEHDLKKFKNTSDIIL 
SNRYEKDLEDVLNKVYTRDIFKRD" 

complement (80430. .81650 /locus-tag="SSP0069" 

) 

complement (80 43 0. .81650 /locus-tag="SSP0069" 
) 

/note="similar to 
gi | 42 784434 | ref | NP-981681 . 1 | 
[Bacillus cereus ATCC 10987], 
percent identity 22 in 384 aa, 
BLASTP E() : 2e-17" 
/ codon-start=l 



81821 . . 82378 
81821. .82378 



82573. .82917 
82573 . . 82917 



83048. .83251 
83048. .83251 



/transl-table=ll 

/product= "putative polysaccharide 
polymerase" 

/protein-id="BAE17214 . 1" 
/db-xref="GI : 72493893" 
/ translation="MKTYTKLIFSKEILFVLFLY 
AGFYKSWPFSGAIDITIALLFAS 
ISITLYDTIKDGYLYKQSLVSI I IFIFFIVYIFI 
SYFYSPSADSLTKSLHFSLTSGWA 
FIGSFLIIKSNNSFNKVFKGI I ILALISSIFGLK 
EYFNNTIHTQLNVFGSDYLALGRL 
LGISILILLANILLIKQSITNKIFTSMTTLFLLL 
ILIVSGGRAPLLFLI ITILIFLLF 
QVNLNNKTLKYNKLLP SF I VFL I TWL I FFKSNL 
AIFETFKTRLLFLTTQSGGGASAS 
GRIDRFKIAFDMFKDSPIYGKGIDSFSKYYGMAN 
DYPHNIFLEIAAELGI IGILIFSI 
ILIYSLYNLHLNFQKDKQNKLLYWKILLIFIYTL 
LNANISGDI IGNKILFASLGFMIA 
F SN I YRHNL S I NKN " 
/locus-tag="SSP0 0 70" 
/locus-tag="SSP0 0 70" 
/note="similar to 
gi I 16579 852 | gb | AAL26667 . 1 | 
[Staphylococcus aureus], percent 
identity 74 in 185 aa, BLASTP E(): 
7e-78" 

/codon-start=l 
/transl-table=ll 

/product=" capsular polysaccharide 
synthesis protein" 
/protein-id="BAE17215. 1" 
/db-xref="GI: 72493894" 
/ translation="MKRVFDLFTSIWLGFLSPF 
LFLVSIAIKLESKGPIVFKQKRPG 
INNKIFNIYKFRSMKVETPDVATDKIDANIYITK 
SGRFIRKTSIDELPQLFNVIKGDM 
SWGPRPALYNQYDLIAKRTNESVHTVKPGLTGL 
AQVHG RDDITE'Ev'I " 'i'YD Y ■ Y YVEN 
QTFILDMFI IYKTIRNTITSEGVKH" 
/locus-tag="SSP0 0 71" 
/locus-tag="SSP0 0 71" 
/note="partial similar to 
gi I 49 48503 8 | ref | YP-0 42259 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
52 in 109 aa, BLASTP E(): 2e-24" 
/codon-start=l 
/transl-table=ll 
/product="truncated capsular 
polysaccharide synthesis protein" 
/protein-id="BAE17216 .1" 
/db-xref="GI : 72493895" 
/ translation="MVNYMNVNYYLTKEIAEKAK 
SEGVNQFIFFSIMSVFGLDGEVGK 
QVIISKKTLTKPKTSYGLSKIRAEEMLDEIQSNE 
FKVALLRSSMIYGESAPGNFSKLI 
KLSKHFTSISSN" 
/locus-tag="SSP0 0 72" 
/locus-tag="SSP0 0 72" 
/note="partial" 
/ codon-start=l 



/transl-table=ll 
/product="truncated capsular 
polysaccharide synthesis protein" 
/protein-id="BAE17217 . 1" 
/db-xref="GI : 72493896" 
/ translation="MRELQNKKSISIKLPNKLLK 
LFGKLSIFNKLYGNLVYSKDIDEV 
NYNDDFITETEAYIKTLKHKSRF " 
gene 84032.. 85018 /locus-tag="SSP0073" 

CDS 84032.. 85018 /locus-tag="SSP0073" 

/note="similar to 
gi | 16129122 | ref | NP-4156 77 . 1 | 
[Escherichia coli K12], percent 
identity 50 in 74 aa, BLASTP E(): 
2e-13" 

/ codon-start=l 
/transl-table=ll 
/product="putative restriction 
endonuclease" 
/protein-id="BAE17218 . 1" 
/db-xref="GI : 72493897" 
/translation="MSELLKRKDLMQLLKINDGT 
F RN WKKAGMP I VKAQNEEFFDLEQ 
VKRWHKKVTEG IDNLI I DKKYDNNT I S DVFKCSQ 
QGGMRRSHLTNTLVLFSNHKNDVY 
RDHTVIDDEGNETLHYTGMGQKGDQDIEHGQNKT 
LNHSEDLSIKVYLFESFISGEHIF 
RGEVRLYDKPYTTEQNDRMVWVFPLTFNNSEYYI 
PGNISDEKYREQANLINKLSDNDI 
YERAI KVKQVGRKEAVTKVYARN I HVAAHVKNRS 
NGYCDLCNKPAPFKDRNGRAYLEC 
HHVDWLANGGKDS I DNAVAL DPNCHRKMHE L D LK 
SDVKFLKDRLNYYQSKNL" 
gene 85137.. 88361 /locus-tag="SSP0074" 

CDS 85137.. 88361 /locus-tag="SSP0074" 

/note="similar to 
gi | 49 4823 43 | ref | YP-039567 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
58 in 1069 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17219 .1" 

/db-xref="GI : 72493898" 

/ translation="MANLVNDTLSAWLLVESLQP 

GEVKYDKGSTLPKSNFQNNEQQKQ 

LQSFDDYYDIWNDERYTIAEQSQKYGKRIFRLYR 

NCFYYKE I DKEIQN I FNDNTEVFN 

PNEKRCYGYTFQTDENGKVITDSLHIPMIMSALK 

EIRNNKSANIEQIFNDSKRKFQQR 

FNEIIADEPINKDKLKRLDATYRDFFAVLISETN 

GIFKHYFVIEYVKNSESPDPNFNS 

FFIGDIERARKDPNQTLKAYIEGINGEKRIEVDE 

NKE IFDEFLHPANLPDGRWP SQ I E 

HKLYLMQQLAVNQITSSKEHISTVNGPPGTGKTT 

LLKDIFAHLWERAKAFAALDEPR 

DAFENFKIHETDTSPIKVLKEEFSKFKMWASSN 

NGAVENISKDLPKMEEVARDHEGK 

VFPDYELSYNKAIDELKSFSTIASRLIGEPAWGL 

FSGVFGKGDNINKVMNQIFNNGSN 



89179. 
89179. 



89601 
89601 



gene 
CDS 



NSDSKFDDPHASFVKLLQNEKNSLSYKQLMKKWR 

DCTKDFGKELKKVKELKELSVEAY 

NKYKENEKLLNKEKELESE I EMLKE S LNQNRNDL 

SSKNSELEDVKNNFQYIEQQIETI 

DEMIQTYNPNNIFKKMKSWLNQTTTNNLDKCKED 

KIKLLEEKKSYHTKINDLQKCIKE 

ISNNNKDFEQKIKNNEEKINECNIKLTEYNQYKS 

DSNVTFPDSDFWNKNKYEKRQVEN 

LWNSNELQYHRGLLFLKAMELQKL I L IANNGPVY 

YAMQDFKARNSYLDSAPIRVTNAW 

NVMHL IFPWS TTFASFASMYRGLPKDF IDYLFI 

DEAGQALPQAAVGALYRSKRVIAV 

GDPIQIEPWTMEDNLIANIRKGYNIHERLLSKE 

SSVQTVADFANKYGYWKTQTDDDA 

KKHW I G I P L WVHRRC LKPMF T I ANQ I AY DNKMVL 

PKTITDIGKTGWYDVKGNSVQRQF 

VKEQGDKVIALLKNDWKQSIENGENEPSVYVISP 

FTEVKKQIQLLARRELIQTVSDDT 

KKVSDWIKNSIGTVHTFQGKEAKKVYFVIGTDNN 

QDGAVNWSCAKPNLLNVAVTRAKK 

EFYIIGDKERIKSKPYYSVINLESNIEYLDEAIE 

GGRDTNKKFN" 

/locus-tag="SSP0 0 75" 

/locus-tag="SSP0 0 75" 

/codon-start=l 

/transl-table=ll 

/product="hypothetical protein" 

/protein-id="BAE17220 . 1" 

/db-xref="GI : 72493899" 

/ translation="MMINIILLSEIEEILTHLYE 

ERQKI DQQFAKE DMLNVEVFQQL F 

EVLEPYSETIRLLLGHNGDSSFEMKIKNEIGKRF 

INLGELHHVSKVREDLVKEYLYVI 

L I KTFQYWS ANKDS I DVREVAS TMRD I QLKG I RK 

I IGL " 

/locus-tag="SSP0 0 76" 



complement (89858. .9126 
) 

complement (89858. .91264 /locus-tag="SSP0 0 76" 



/note="similar to 
gi 15696 4863 | ref | YP-176594 . 1 | 
[Bacillus clausii KSM-K16 ] , 
percent identity 28 in 502 aa, 
BLASTP E() : 2e-44" 
/codon-start=l 
/transl-table=ll 
/product="putative glycosyl 
transferase" 

/protein-id="BAE17221 . 1" 

/db-xref="GI : 72493900" 

/ translation="MKVIKSNKVTNKFKVSILIS 

TYNKEKFIENTLNNILAQTMNKND 

FELIIVDDCSTDNTLDI ISKKIESFSNYQFVQLD 

ENSGTPAKPRNLSIDLSKGKYIMF 

VDGDDWLPSDALENLYTLLKSNKTDYATGLTKYV 

YSDRIARSGVALSKIAYNKIGLKN 

FRKSFYHLAPAGRMMKS SVI KKNN I RFPEMI FGE 

DLQFFAEVFFNTKNISTTQDWYC 

ANRYDENISLVKSEASTVLNRIKWQNEAYRYLTK 

KYKNNKIFANLLYRI INKDILEGK 

FYKKGFIKEIDTLLPVFQDILNTIDNDFNSLDYA 

DDTLNQHALTL IKNGDKEE I I DFV 



92039. .92248 
92039. .92248 



92485. .93216 
92485. .93216 



gene 
CDS 



complement (93543 . .9433- 



NFYLKKDEKPLYLSNDKYYYVYKENKYKKRMHI I 
LQKIIKKDENIFLKLYSKNSELKY 
LEIKNRKDPTNYTVLEIKKHLFKTGEYTVQFKAN 
ELSKGKLALTVLDKDLNGAAIKSG 
MQFDFYETVNGNLGY I KK " 
/locus-tag="SSP0 0 77" 
/locus-tag="SSP0 0 77" 
/note="similar to 
gi | 15894750 | ref | NP-3 48 099 . 1 | 
[Clostridium acetobutylicum ATCC 
824], percent identity 34 in 66 
aa, B LAS TP E ( ) : 6e-05" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17222 .1" 
/db-xref="GI : 72493901" 
/ translation="MNQKGLKLKHLLQRKTTIEY 
IPTINTLSEQDIYDVIFVTMKYSD 
FYNWPTLAENKSQNI IFVGNNMCH" 
/locus-tag="SSP0 0 78" 
/locus-tag="SSP0 0 78" 
/note="similar to 
gi I 25010861 | ref | NP-735256 . 1 | 
[Streptococcus agalactiae NEM316], 
percent identity 42 in 243 aa, 
BLASTP E ( ) : 2e-42" 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17223 .1" 
/db-xref="GI: 72493902" 
/ translation="MQKRNDFIVKLLEKASIQNG 
MRVL DVGC AT G EVT Q I VAN K VG D Q 
GEVIGVDMNQDMLHMAEENNQFENVKY I KGD I YN 
LPKDIGKFDAIVGRRVLMYLPGAY 
EALNVLKGHLKPNG IFCFQES DAI NGGVGADN LP 
MHQKAIQLVWKTVESEGGDIHIGQ 
KLYILFQKVGWPVEFISEAVIQTSDDNDLKWLI 
DIMATRMKERQWKSSFSIEQFLN 
DLTNESEKHHSAFIRDMAFGICGKI " 
/locus-tag="SSP0 0 79" 



complement (93543 . .94334 /locus-tag="SSP0079" 
) 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE172 2 4. 1" 
/db-xref="GI : 72493903" 
/ translation="MKDLCSLAGLNYRLQKLSNI 
FIKPMNWHLKFLIWMRIMTNYLI 
ITALYRFICLAYLILCLAIRSRNKMMHLTSINES 
SPPKSSVKLIHYFMSMLMWPILGT 
INFMLPTLTTYKGGEVHEVALLDSVLGIGMAIIG 
VLFSKFISSKWMHLLFILSIVITI 
SWYVLEDILLFKLVLMLLFGLTFGGARI IFRKMI 
VTTYASHTVKHIYSLGNALGLPIL 
ALCIYLSILNLNFVWLPSFILLIVLLFLLKIGHH 
ERISSHEKSPN" 
complement (94318 . .95466 /locus-tag="SSP0080" 



complement (94318 . .95466 /locus-tag="SSP0080 " 



gene 
CDS 



complement (95886 . 

) 

complement ( 958 86 . 



98147. .99811 
98147. .99811 



/note="similar to 
gi I 37525394 | ref | NP-928738 . 1 | 
[Photorhabdus luminescens subsp. 
laumondii TT01], percent identity 
30 in 349 aa, BLASTP E(): 2e-45" 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17225. 1" 
/db-xref="GI : 72493904" 
/ translation="MTEYLLLLGADQFLREHAYA 
GGKAI GDFQ I WTAI QNAKYKYNAY 
FDFCIDANPLSYEEIKKEIAYYQIQGYEPKSIVP 
LNDWTLEVANQLNRDYGLPYLEPK 
VIKACRNKHIMKSLFEKANIPTAKSIQFNDATEL 
KECIKEFTFPVI IKPMDFGGSDGV 
YLANNEKECMDAYRKSKQIMETYADTFHVSKNKF 
L I ETF I DSHDEVSVEVLCGHHFYE 
VITVTEKYLSPRPWFTEMGHLVPSHRYKNEDIKN 
LAIRTCQTLGITRGVAHVEIKIKG 
DQLYVIEAAARPGGDAIMDLVENAYDMNPYQLHI 
SMYINNKVKSADIFTPKRTSAIAF 
MKAKKGKIQNINYPDIANDSEIKKVNLLKGIGDN 
"TEF'EnViMi.PEGL"" 
97382 /locus-tag="SSP0081" 

97382 /locus-tag="SSP0081" 

/note="similar to 
gi | 27467184 | ref | NP-763 821 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 84 in 493 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 

/product="putative malate : quinone 

oxidoreductase" 

/protein-id="BAE17226 .1" 

/db-xref="GI : 72493905" 

/ translation="MATNKESKSWI IGAGVLST 

TFGTMIKELAPEWDIKLYERLDRP 

GDESSHERHNAGTGHAALCELNYTVRQPDGSINI 

EQAKEINEQFELSKQFWSHLVQNK 

T I SNPEEF I RP LPH I SFVRGKNNVQFLKDRYE AM 

KEFPMFDNIEYTEDIEEMRKWIPL 

MMQGHSAGDIMAASKIDEGSDVNFGELTRKMAKN 

LEKQPNVDVQYNHEVMDFNQRKDG 

KWEVKVRQRNSGSVKTQLADYVFIGAGGGAIPLL 

QKTGIPESKHLGGFPITGQFLICT 

NPDVIQAHDAKVYGKEPQGTPPMTVPHLDTRYID 

GERTLLFGPFASIGPKFLKQGSNL 

DLFKSVKPYNITTLLASAVKNLPLIKYSIDQILM 

TKEGTMNHLRTFYPEARDEDWQLY 

NAGKRVQVIKDTPENGKGFIQFGTEWNSEDHTV 

IALLGESPGASTSVSVALEVLEKN 

FPEYKSEWTPKIKKMIPSYGQSLIEDPDLMRRTR 

QQTSKSLNLNYYSK" 

/locus-tag="SSP0 0 82" 

/locus-tag="SSP0 0 82" 

/note="similar to 



gi I 49486995 | ref | YP-0 44216 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
91 in 554 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="alpha-acetolactate 
synthase" 

/protein-id="BAE17227. 1" 

/db-xref="GI : 72493906" 

/ translation="MADKNYTAANMVINTLKNNG 

VEYVFGIPGAKIDYLFNALEDDGP 

ELIVTRHEQNAAMMAQGIGRLTGKPGVALVTSGP 

GVSNLTTGLLTATSEGDPVLALGG 

QVKRNDLLRLTHQSIDNAALLKSSTKYSEEVQDP 

E S L SEVMTNAMRT AT S GKNGAS F I 

SIPQDVISAPVESQAIALCQKPSLGVPSEQNVNE 

V I E A I KN AKF P VL L AGMR S S S S DE 

TNAIRKLVEKTNLPWETFQGAGVISRELESHFF 

GRVGLFRNQVGDELLRKSDLWTI 

GYDPIEYEASNWNKELDTKI INIDEIQAEITNHM 

QPAKELVGNIAGTIELISDKVDEP 

FISQKHLDELETLRAHILESTGIKPTHEDGVLHP 

VEVI KSMQKVL S DDT T VT VDVG S H 

YIWMARKFRSYNPRHLLFSNGMQTLGVALPWAIS 

AALVRPNTQWSVAGDGGFLFSAQ 

DLETAVRKNLNIIQLIWNDGKYNMVEFQEEMKYE 

RSSGVDFGSVDFVKYAESFGAKGL 

RVTNQEELEAAIKEGYETEGPVLIDIPVNYKDNV 

KLSTNMLPDAFN" 

gene 99870 .. 100574 /locus-tag="SSP0083" 

CDS 99870. .100574 /locus-tag="SSP0083" 

/note="similar to 
gi I 27469061 | ref | NP-76569 8 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 82 in 234 
aa, BLASTP E ( ) : e-112" 
/ codon-start=l 
/transl-table=ll 
/product="alpha-acetolactate 
decarboxylase" 
/protein-id="BAE17228 . 1" 
/db-xref="GI : 72493907" 
/ tr an s 1 at i on= " MTNVL YQHGTLGTLMAGL LQ 
GTASINNLLEHGDIGIATLTGSDG 
EVIIVDGKAYHANEHKEFVELKGDELSPYATVSR 
FTPDKTYSTSNKSSAEVYDEVKEK 
MLSENLFSAVKISGTFKKMHVRMMPGQEPPYTRL 
INSANRQPEQIEENIKGSIVGFFT 
PELFHGIGSAGFHVHFANDDRNFGGHVLDFEVSD 
VTVEIQNFETFEQHFAVDDEAFTN 
T D I DYKDIAKE I RQAE " 
gene 100592 .. 102196 /locus-tag="SSP0084" 

CDS 100592 .. 102196 /locus-tag="SSP0084" 

/note="similar to 
gi | 27468 863 | ref | NP-765500 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 70 in 533 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="putative L-lactate 



permease 2" 

/protein-id="BAE17229 .1" 
/db-xref="GI : 72493908" 
/ translation="MLVESFNPFNNLLLSS IVAA 
IPIILFLLCLTVFKMKGVYAAITT 
LIVTIIVAMAFFKLPGSIAGGATLEGFYQGI IPI 
GFIVIMAVWLYKIATKSGQFAIVQ 
DSIASVSRDQRVQLLLIGFVFNGFLEGAAGFGVP 
IAICAVLLTQLGFKPLQAAMYCLV 
SNAAAGAYGAVGIPIAIVDTLNLPGGVTTSQVAL 
IGNLTLGFISFWPFLLMYIMDGF 
KGVKETFPATLWAVTFTVLQVLIAAFAGPELAD 
IIPGLVAMIALALFSKKWQPKNIF 
RINKDEKADAVPKHSIGHITYAWSPFI ILTIVVM 
IWSLPAFKGLFEKGGALSALWNF 
NVPGTMNAVTNKPNELTFNFFAQTGTAILITAI I 
TI I IAKNMSFKTAGHLLGLTVKEL 
WISVLTICFILAVSKITTYGGLSNAMGQGISKTG 
AAFPLLSPLLGWIGVFMTGSWNN 
NSLFAPIQASVAEQIGTKGSLLVAANVAGGVTAK 
IVSPQSIAIATAAVNKVGKESELM 
KMAMRFSIGLLILVCIWTFICSLFIS" 
gene complement ( 102564 .. 1031 /locus-tag="SSP0085" 

96) 

CDS complement (102564. .1031 /locus-tag="SSP0085" 

96) 

/note="partial similar to 
gi 1 15896604 | ref | NP-3 49953 . 1 | 
[Clostridium acetobutylicum ATCC 
824], percent identity 31 in 207 
aa, BLASTP E() : 3e-22" 
/codon-start=l 
/transl-table=ll 
/product=" truncated 
transcriptional regulator" 
/protein-id="BAE17230 . 1" 
/db-xref="GI:72 4939 09" 
/ translation="MNSGFLNIGVTPTLAFHILH 
KILPKFMNLFPNIKINLIEGNSQD 
IEKQVLEGKVDLCLNTLPLWNKNIQYTQIYTEPI 
YLWPPQHHLYKRIQQNELNSNEI 
MSLISHDHFI ILKDRYGLKQI INKVLETYNIYPN 
IILETSNVDNADRLAISTGVLTFI 
PSSSTEHNSDAIYVELNQSFTNTWIGYNKLENL 
TKASDQFIDLTLKQFN" 
gene 103656 .. 104042 /locus-tag="SSP0086" 

CDS 103656. .104042 /locus-tag="SSP0086" 

/note="similar to 
gi I 57285035 | gb | AAW3 7129 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 57 
in 125 aa, BLASTP E(): 6e-37" 
/ codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the major facilitator 
superf amily " 

/protein-id="BAE17231 . 1" 

/db-xref="GI : 72493910" 

/ translation="MNFWNFLVNLNMYLLIVLI 

AG YAQ SQFNASDS S AGL VAG L F I V 

GSLMGRFVMGKYINSLGPRKVLLIGTVLFTITSV 



104039. 
104039. 



104836 
104836 



105104. .106153 
105104. .106153 



106172 . .106834 
106172. .106834 



FYFVESSLLFLIIVRIINGFSFGL 
CTTSTGSIAGYITPETKKGEGISFLV" 
/locus-tag="SSP0087" 
/locus-tag="SSP0087" 
/note="similar to 
gi | 27468756 | ref | NP-765393 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 47 in 246 
aa, B LAS TP E(): 2e-67" 
/ codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the major facilitator 
superf amily " 

/protein-id="BAE17232 .1" 
/db-xref="GI : 72493911" 
/ translation="MSMVLGVAIGPFLGLLLMQQ 
YSIEVIFGLNLVLSFISLILAIFM 
KVPFETIARTAEDKGFKVSDFIAKEAIPIAI IVF 
IAGLSYSSILNYIKVFAQERDLIT 
AS S YFFWYAI VS I F SRPVCGRLMDAKNEN I VI Y 
TSIIFQAICFLVTAFSHSAWMLLI 
GGALLGLGYGNITSTSQSVSVEWPKEKIARATS 
TFFIGLDLGLGFGPYILGLFTNQI 
GLGNMYIVMAVLLIVTFFIYHFIHGRKRVCQKHN 
HAPREILNPFSRI" 
/locus-tag="SSP0088" 
/locus-tag="SSP0088" 
/note="similar to 
gi 1 15923298 | ref | NP-3 70 832 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 73 
in 349 aa, BLASTP E(): e-146" 
/codon-start=l 
/transl-table=ll 

/product="putative ABC transporter 
permease" 

/protein-id="BAE17233 .1" 
/db-xref="GI : 72493912" 
/ translation="MFLAWNEIKRNKLKFSLI IG 
VLIMISYLLFLLSGLASGLMNMNR 
EGIDKWQADAI ILNKDANQTVEQSMFDKKDVADT 
YKKQTTLKQSGVIVSNGDNEENAL 
LFGVTDDSFLVPNMIDGKKFNADNEVWDETLKE 
KGFKLGDTLSLSQSDEKLKIVGFS 
ESAKYNASPVLFSNNKTIENINPSLTEDKTNAW 
VKDKDWQSKDLNHNLEAIGIESFV 
KNLPGYTAQNLTLNFMISFLFI ISATVIGIFLYV 
ITLQKTNLFGVLKAQGFSNGYLAK 
WLSQTFIIALIGTVIGLVLTI ITGAFLPSAVPI 
KFSATTLLIYGWLIAVSLIGSLF 
SILTIRKVDPLKAIG" 
/locus-tag="SSP0089" 
/locus-tag="SSP0089" 
/note="similar to 
gi I 31616138 | gb | AAP55232 . 1 | 
[Staphylococcus aureus], percent 
identity 72 in 218 aa, BLASTP E(): 
7e-87" 

/ codon-start=l 
/transl-table=ll 
/product="ABC-type transport 



system ATPase component" 
/protein-id="BAE17234. 1" 
/db-xref="GI : 72493913" 
/ trans lation="MLEFKNVTKYFQDGNQKIEA 
VKPTSLKFNQTELIAI IGPSGSGK 
STFLTMAGALQTPTSGEILINGKEVSQMSQKALA 
NTRMQEIGFILQATNLVPFLTVKQ 
QFKLLAKQKKDVLSQTEYKQLMSQLNLEAIENKL 
PSEISGGQKQRVAIAKALYTQPSI 
ILADEPTASLDT QN AME VME I L K AQ TSEKNKTCI 
WTHDERLTSYCDKVYHMEDGVLT HT" 
gene 106907 .. 107314 /locus-tag="SSP0090" 

CDS 106907. .107314 /locus-tag="SSP0090" 

/note="similar to 
gi | 27468878 | ref | NP-765515 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 44 in 121 
aa, BLASTP E ( ) : le-24" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17235. 1" 
/db-xref="GI : 72493914" 
/translation="MSI IKHRHEMELLWKAYKYE 
VMWHSQQSYNEIREMLKGQCEYRD 
VEEAIDHALSIQPSKGSVINTFSHIWGYFKKFCS 
ASEKALFKKLKAQYLLDRIDTHTL 
IFFIYCMTRYYDVTYLKESTLIKNFSIANKSFK" 
gene 107587 .. 108891 /locus-tag="SSP0091" 

CDS 107587. .108891 /locus-tag="SSP0091" 

/note="similar to 
gi 1 16081003 | ref | NP-39 1 83 1 . 1 | 
[Bacillus subtilis subsp. subtilis 
str. 168], percent identity 49 in 
432 aa, BLASTP E(): e-123" 
/codon-start=l 
/transl-table=ll 

/product= "putative monooxygenase" 

/protein-id="BAE17236 .1" 

/db-xref="GI : 72493915" 

/ translation="MKRMKLGYFLTGFGHHVASS 

RHPDALERGGMNLTKTIEQAKTLE 

QAKFDFLFVSDSLYLDNKTHPDMFTMFEPISLMS 

IVARETQNLGLIVTGSTSFSEPFS 

LARIFSSLDHYSNGRAGWNIVTSGINHTAKNFNG 

TTNANHDLRYDQAEEFVNISKQLW 

DSWRGVNTEHLHAAGGFFSEKEPEPINYQGEFYS 

VKGP LNIEASPQGYPL L VQ AG S S E 

KGTEF AS KHAE WF TAQN D I N D A I T F AHN L KN KV 

EQKHGNAHEIVIMPGIFPFIGETR 

EAAEAQFQELQDLIVPEMGIELLSSYLGDTDLSH 

YDLNTPFENIEVEKGNNIQSRVDL 

IKDTAKKNEYTLEDVMKHVAGARGHHIWGTAED 

VADRME AWF T S GAADGFN IMPPLN 

PTQFDLFVDKVIPILKERGLIQAAYSEGTLREKL 

GLNQKIHS" 

gene complement ( 109057 .. 1097 /locus-tag="SSP0092" 

85) 

CDS complement (109057. .1097 /locus-tag="SSP0092" 

85) 

/note="similar to 



gi I 1592518 7 | ref | NP-3 72 72 1 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 71 
in 240 aa, BLASTP E(): le-97" 
/codon-start=l 
/transl-table=ll 
/product="putative regulatory 
protein SIR2 family" 
/protein-id="BAE17237. 1" 
/db-xref="GI : 72493916" 
/ translation="MNQNIEHLKKI IKDANQITF 
FTGAGVSVASGVPDFRSMGGLFDE 
ISKEGYAPEYLLSAEYLQNDPEGFIDFYHKRLLL 
ADKQPNWHEWIAQLEHHQRSLGV 
ITQNIDGLHTDAGSANVDELHGTLNRFYCIQCEH 
KYDKATVMAKPLRHCETCGSPIRP 
DIVLYGEMLDQQTISNAIQKIQEADTLWLGSSL 
WQPAAGLI SYFEGQHLI I INKDA 
TPYDRDADWIHDDMVDWNAIRD" 
gene 109992 .. 110858 /locus-tag="SSP0093" 

CDS 109992. .110858 /locus-tag="SSP0093" 

/note="similar to 
gi | 49 48 440 8 | ref | YP-0 41632 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
68 in 287 aa, BLASTP E(): e-114" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17238 . 1" 

/db-xref="GI: 72493917" 

/translation="MKKLWIWGASIIAIVIWGI 

VMAVFVSQKPSKQVTHSKFVNHPI 

PTLFLHGYGGSANSEKFLVQQAENKAVTHDVITA 

WSENGNVTFKGQLNKNAINPIVK 

VELEI .L QKE YQFKQF 

NFVGHSMGNLSFATYMLNYGNDAS 

LPRLNKQVNIAGTFNGVLNMNEQVNEISVDKEGK 

PSRMNPPYQQLRELKAIYQGKQIK 

VLNIYGDLEDCTHSDGRVSNSSSKSLKYLLSSSP 

ESYQESKYHGKQAQHSQLHENRDV 

ANEIIKYLWGTS" 

gene complement ( 111330 .. 1117 /locus-tag="SSP0094" 

19) 

CDS complement (111330. .1117 /locus-tag="SSP0094" 

19) 

/note="similar to 
gi | 42 78 02 85 | ref | NP-9 77532 . 1 | 
[Bacillus cereus ATCC 10987], 
percent identity 44 in 110 aa, 
BLASTP E() : 2e-18" 
/codon-start=l 
/transl-table=ll 
/product=" transcriptional 
regulator" 

/protein-id="BAE17239 .1" 

/db-xref="GI : 72493918" 

/translation="MDLRIVKTRKAINDSFYELF 

EQKDFDKITVKDITEHAQIGRKTF 

YLHYIDKYDLLDRIVDKKFKALEEICEAKKNSVC 

SRVLKFGLRFLKKTKRFSPNSSVS 



N I L I N I RK I C VL L WKKN S RKKF LMKKA " 
112362. .113207 /locus-tag="SSP0095" 
112362. .113207 /locus-tag="SSP0095" 
/note="similar to 
gi | 24113127 | ref | NP-7 07637 . 1 | 
[Shigella flexneri 2a str. 301], 
percent identity 39 in 246 aa, 
BLASTP E() : 7e-41" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
acetyltransf erase" 
/protein-id="BAE17240 .1" 
/db-xref="GI : 72493919" 
/ translation="MSTEIKGITFFTDNLVDTSS 
HACNTFNVNPTYKELFFDNNVYTM 
SSAQGKFRLSNNHPLKVANYAQIEQYAIFFVGNV 
FHTMGAFSSTNSQLPVNTIVGRYS 
SIAAQVRRMAGNHPMERFTTSMLTYSKNTCAFND 
YLDAAGVEFDHRPSTVGGMEPIVI 
GNDVW I GQ D VL F S S KG I AVG DG A I VAAG S WT KN 
VPPYAIVGGNPAKVIRYRFEAHI I 
ERLLKLKWWQYGFADFKGVTADDSIEVFLEKVEK 
LVSTNQIQPFRPTTISVKDFLDIE KSSEE" 
complement (113511. .1140 /locus-tag="SSP0096" 
47) 

complement (113511. .1140 /locus-tag="SSP0096" 
47) 

/note="similar to 
gi 121225500 | ref | NP-63 12 79 . 1 | 
[Streptomyces coelicolor A3 (2)], 
percent identity 64 in 89 aa, 
BLASTP E() : 2e-25" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
monooxygenase" 
/protein-id="BAE17241 .1" 
/db-xref="GI : 72493920" 
/ translation="MTWNDLTHSFEGLFTWQLK 
HYNNLLNSGEVPVTVTANHHFQLS 
GLHLNDLANIPLNELYFEYQLYDNTDNI IANGIE 
LFVKPSWQRTPGVTLLGDAAHLMA 
PSGEGANLAMYDAAELGKLIVEYPNDIELALENY 
EQALFKRSAAEAEESHELLDLCLG 
QDAPHGLIALFEGSNEQN" 

complement (114117. .1150 /locus-tag="SSP0097" 

25) 

complement (114117. .1150 /locus-tag="SSP0097" 
25) 

/note="similar to 
gi I 2934586 8 | ref | NP-8 093 71 . 1 | 
[Bacteroides thetaiotaomicron 
VPI-5482], percent identity 39 in 
290 aa, BLASTP E(): 4e-49" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
beta-mannosidase precursor" 
/protein-id="BAE17242 .1" 
/db-xref="GI : 72493921" 
/ translation="MCACKYQLYSCMGGAYYPSD 



gene 
CDS 



complement (114929 , 
29) 

complement ( 114929 . 
29) 



gene 
CDS 



complement (116129 
74) 

complement (116129 
74) 



gene 
CDS 



complement ( 116343 . 
52) 

complement ( 116343 . 
52) 



LFFDLCDQYGILVIQDCMFTSMSY 
PTDMDFMVNVTMELIQNIERMAHHPSLILLFGNN 
EIDMTYTMLTSDGPRTAQTRDFFE 
VSKITDENMKHIMQTRYKTLFLETIPDITKRSAP 
QVPYAHSSPNRKSNHTSKSIFDYA 
KDGDFHYCLAYDGQAPYESIKQLHARFISEMGFQ 
SYPGMKAIDSFSKTSDQSPNSSVM 
L I HQKCKDGNQ 1 1 DNYMQAEFKL TE DF T D YVY L S 
QILAGIVMRYSVEHFRSENDYCRG 
VLLWQMNDCWPTISWSGVDYYGRWKA" 
.1160 /locus-tag="SSP0098" 

.1160 /locus-tag="SSP0098" 

/note="similar to 
gi | 214366 85 | emb | CAD33708 . 1 | 
[Thermobif ida fusca] , percent 
identity 32 in 339 aa, BLASTP E(): 
6e-47" 

/codon-start=l 
/transl-table=ll 
/product="putative truncated 
beta-D-mannosidase" 
/protein-id="BAE17243 .1" 
/db-xref="GI: 72 493922" 
/ translation="MNVIDLNGTWTLNILTNTTR 
FHDMPVTIPGSIVTGALENNLINH 
PYYGNNEDAIQYLFNDHYSFSRTFTLETEVLMSE 
QILLNCEGLDTLATIFINHTNVLE 
TDNMFRRYKFDIKPYVELGENIIEIQFYSPVQYL 
KEIKLQGENGLAYLRKAQCMFGWD 
WGIKLPDFGIWKSIAIEYGDYMNIPPFLFTQTHH 
TQTVELNVRSKKAIDEATSLTCTL 
YDPNNQAIESITINNSHTFKHTFI IENPQLWWPI 
GYGEQPLYTVDVELYTGNQSIDHT 
SYSIGLRTVKLNRDNDGDASKFEFI INDTPVFIK 
GTNMIIEDAILTQSRRYSLTAQIK 
DCVRANIN IF E-.E FTF . IF 'F " 

.1163 /locus-tag="SSP0099" 

.1163 /locus-tag="SSP0099" 

/note="similar to 
gi | 1723203 | sp IP55178 | YAG5-STALU 
[Staphylococcus lugdunensis ] , 
percent identity 47 in 80 aa, 
BLASTP E() : 3e-13" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
amidohydrolase" 
/protein-id="BAE17244. 1" 
/db-xref="GI : 72493923" 
/ translation="MQILLQARAIENNCFVIACN 
S VGNVNHQHHKGN S YAGH S MWNP 
NGE I LVEAGHS EMVFE I D I QTNAVTKQRKAI P VL 
EDI" 

.1168 /locus-tag="SSP0100" 
.1168 /locus-tag="SSP0100" 



gene 
CDS 



complement ( 116858 . 
14) 

complement ( 116858 . 
14) 



117620. .117958 
117620 . .117958 



gi | 1723203 | sp|P55178 | YAG5-STALU 
[Staphylococcus lugdunensis ] , 
percent identity 52 in 131 aa, 
BLASTP E() : 2e-35" 
/ codon-start=l 
/transl-table=ll 
/product="putative truncated 
amidohydrolase" 
/protein-id="BAE17245. 1" 
/db-xref="GI : 72493924" 
/ translation="MKLQIYQFEVAEANFKQNKA 
KISSLIETHYTNADI IVLPEMWNN 
GYALNQLKDKADIDLQQSLPFIQQLAQQYTTHIV 
AGSVANMRTNAIYNTAFAVSKDKT 
LLNVTDKIHLVPMLDEPFYLSPGLNQPNNFSING 
IQASQI ICYDLRYPEVARAS IKND 
ANFITSTCH" 
.1175 /locus-tag="SSP0101" 

.1175 /locus-tag="SSP0101" 

/note="similar to 
gi | 16081122 | ref | NP-391950 . 1 | 
[Bacillus subtilis subsp. subtilis 
str. 168], percent identity 49 in 
220 aa, BLASTP E ( ) : 3e-63" 
/codon-start=l 
/transl-table=ll 

/product="putative metal-dependent 
hydrolase" 

/protein-id="BAE17246 .1" 

/db-xref="GI: 72493925" 

/ translation="MKLIQMSDHIYKLNIQTTVG 

IPIQINTWFIVNDNDVYI IDTGMD 

DYAELQITIAKSLGNPKGIFLTHGHLDHINGAKR 

ISEALKIPIFTYKNELPYINGELP 

YPNKTHTENTGVQYIVKPLETNTNLPFNYYLTPG 

HAPGHVIYFHNQDKILICGDLFIS 

DAQHLHIPIKKFTYNMTENIKSGQI IDNLCPKLI 

TTSHGDDLYYSDDIYSIYKFKYEE" 

/locus-tag="SSP0102" 

/locus-tag="SSP0102" 



gene 
CDS 



complement ( 118073 . 
18) 

complement ( 118073 . 
18) 



/n 



ila 



gi I 15613300 |ref |NP-2 416 03.1 | 
[Bacillus halodurans C-125], 
percent identity 43 in 88 aa, 
BLASTP E() : 3e-14" 
/codon-start=l 
/transl-table=ll 
/product=" transcriptional 
regulator" 

/protein-id="BAE17247. 1" 
/db-xref="GI : 72493926" 
/ translation="MLKNSMDYGSCNLVIQRGCP 
IEETLMSLGGKWKGI I INTLYDEA 
YFYNALHREVSGISRKILTEQLNDLIALQIVKRE 
ETNDYPKKVRYSLTQRGKSVYPLI 
NELAQVLKMN " 
1189 /locus-tag="SSP0103" 

1189 /locus-tag="SSP0103" 



/note="similar to 
gi | 2462704 | emb | CAA74935 . 1 | 
[Staphylococcus xylosus], percent 
identity 78 in 276 aa, BLASTP E(): 
e-128" 

/codon-start=l 
/transl-table=ll 
/product="Lactose operon 
transcription activator" 
/protein-id="BAE17248 .1" 
/db-xref="GI : 72493927" 
/translation=" MQVLWKKFQKKL I DANLAEC 
G I E VGVPNVG Y S YNVFQQ AVL HIV 
TQGEGIFTYNNETHHLKAGDMFLLERGMEVEYKP 
SFSNPWTYYWVGINGKQILTYLSR 
SSIVDTHVLINKNTKDIQSI IKKICNLSQTIQSN 
NSHDILIMQHIYQLVYALQDKFPK 
HFSVQVDIVNEDIQYAVEYINSNYQKDITIVDVA 
KSVNISRSHLFKLFKRNLNCSPKE 
YLTYIRMYHASQLLINTNLLINEISSKIGYKDPL 
LFSKNFTKHFE I SASEYRTCFSVH QTNTD" 
gene 119102 .. 120490 /locus-tag="SSP0104" 

CDS 119102. .120490 /locus-tag="SSP0104" 

/note="similar to 
gi|2 462 705|emb|CAA74936.1 | 
[Staphylococcus xylosus], percent 
identity 88 in 462 aa, BLASTP E(): 
0.0" 

/codon-start=l 

/transl-table=ll 

/product="lactose permease" 

/protein-id="BAE17249 .1" 

/db-xref="GI: 72493928" 

/ trans lation="MDRHLTGKQKFAFGFGAIGK 

DAIFNIVGVFLMFYITDIVGLSPA 

FVGVMLFVARIWDAINDPIMGMIVDNTRNNFGKF 

KTWLSIGTLANAIVTILLFTNFDL 

PQTAMYVYI S I LYI SWGMTYTMMDIPYWSWLPNL 

THNPREREEVSVIPRFFASLAAFT 

VGTFGLYFIHQLGDVFGNGSDSVGIFIFAI ICSA 

VFIITIGVTVFKVPEDKELEQQIG 

IKVNFKDIGRILFKNKELLAIMGVLLTFNLCLQT 

LNGSIIYYFKYWNAEHLFSIFNS 

MILCEMVGLLLLPRFIKWVGRTKAFNTAVSFIIL 

GLLIILIAGFIAPKSTLLI ILGAG 

ILRIGSGFMIGITTVSLADVIDYGEVKFGQRNES 

I ITSTNTFLTKASQAVAALIVGVG 

LSILGYTPNESQSLVTINGLRIMI I IAPLLFVCL 

TAFLYHKAFNLKGDFLTDIEKTLQ 

FKRQREHRERIK" 

gene 120502 .. 123480 /locus-tag="SSP0105" 

CDS 120502 .. 123480 /locus-tag="SSP0105" 

/note="similar to 
gi | 2 462 706 | emb | CAA7 4937 . 1 | 
[Staphylococcus xylosus], percent 
identity 65 in 991 aa, BLASTP E(): 
0.0" 

/ codon-start=l 
/transl-table=ll 
/product="beta-D-galactosidase" 
/protein-id="BAE17250 .1" 
/db-xref="GI : 72493929" 



/translation="MFKEKFHEDLEKQNVNLLPR 
RAFYIPYQLGEKDYDFKTRYETQN 
ITLLNGKWQFEFFNSLEDYTNEDINSKEQYLTVP 
SVWNLYGFDQIQYLNTQYPIPFNP 
PYVPRENPCGRYKRSFEINDYNEQSDYHLNFEGV 
DSAFYIWINEQFVGYSQIAHS I SE 
FDITPYVQKGINSIEVIVLKYSDGTYFENQDMFR 
HSGIFRDVYILKRSKSRVDDFKIE 
TTINHESNNGKINFTLQGKHHLGNINLVLYNPKG 
LEIDRAIVSKHHQFVIDNPQLWSS 
ENPVLYKIIIETENEVITQKIGIREVKIQDNQFY 
INGKSIKIRGVNYHDSHPQNGFVM 
YERDFEKDLKLMKQGNFNAIRTAHYPKAPLFYEM 
TDQYGFYVMSEADLETHGWRLYG 
EENTEHFNIIADNPKFETSI IERIEASIKPLKNY 
SSIVSWSIGNESGFGINMVKGLER 
AKQLDTTRPLHYEGALYRDKEKNYDMSNVDMISR 
MYASPEEILETYLENPKLDKPFIL 
CEYAHAMGNSPGDLNAYQTLIEKYDSFIGGFVWE 
WCDHSIQVGIKEGKPIFRYGGDFG 
EALHDGNFCVDGIVSPDRIPHEGYYEFKHEHRPL 
RLVNEEDYRFTLKNQFDFTNAEDS 
LIVEGEAIYLDGERKVFNIPLTAFAPHISQTFDL 
RDYVTLDNISSLMLRYKLKEEESY 
RDKYFEVGHDQIIYQRRALPYLNEEKMEFQCKDM 
EHSINISVGNKYAYSFDKKQGCLK 
SVLHNNE I IFNNNTETKI IvRAP I DNDAYIKKEWL 
YSGYNNIQTLVTNYKIIEDESNIS 
LVFE I N I E S E AVPP VLKG S L T W TVYQDGKVNVDY 
NLEKDNNAPFLPRFGLLITLPSTY 
EQINYYGNGPMSSYQDKGIATYLDMFETTVTNNG 
DVHIKPQEAGSHNQTTIMNITNNE 
HTLTITSEDTFSFNASHYSLNQLTEAKHVDELEI 
ENNTYLYVDYAQSGIGSNSCGPEL 
NEEYRLNNKKI TFNFDLN I Y " 
gene complement ( 123703 .. 1254 /locus-tag="SSP0106" 

48) 

CDS complement (123703. .1254 /locus-tag="SSP0106" 

48) 

/note="similar to 
gi | 536122 85 | ref | ZP-0 0 0912 82 . 2 | 
[Azotobacter vinelandii], percent 
identity 42 in 370 aa, BLASTP E(): 
3e-67" 

/ codon-start=l 

/transl-table=ll 

/product="truncated conserved 

hypothetical protein" 

/protein-id="BAE17251 .1" 

/db-xref="GI : 72493930" 

/ translation="MSI IDTSGSPSKLNQTNVNT 

VPLTQAHMNDSIRELGPDKSTAYL 

NLEPEYIVPDEHGKYAYVTIQESSAIAKLDIEKG 

EFVKVQGLP YKDHS LPENAMDP S D 

KDGKKALRPVPVLGMLQPDGITAYEYNGETYLLI 

ANEGDAQDYDGYSEEVRVKDIKDD 

IKLDAKYYEGYTQAELDKLVANGLFDDDQLGRLK 

VTTSHKFRDKNGKYNALVSFSGRS 

FSILKGSDLSMVYDNGSDIEQRIKDILPGRFNAN 

YEDFNDIEVDGRSDDKGPEVESIE 

VGTIGNQTYAFVGLERVGGVMIYNITNPTTPQFT 

QYLYDEENKDISPEGITFVSSEDS 



PTGKPMLMVSFELSGTTSTFELNEIDETFDQTHP 
DGQNDTDNAQQSNNSDEHDDTDET 
KGEYNTDVETQDDEEDTVATQDNDSVTSVTNIED 
NVIENIGKSPAINQTTDIDNSDNL 
NSENIVAVHHGPTHLNNNATLNI SKI SRSFVNEA 
SNHTLKMSDANTRLNHNQYQLATK 
KTNQINHQKIINMNSPIATNTEIEHPEAKNEGNH 
S INKQQLPNTGQSQNHAPLWS S L I 
LGVALLLIGRKQKSK" 
gene 125625 .. 126572 /locus-tag="SSP0107" 

CDS 125625. .126572 /locus-tag="SSP0107" 

/note="similar to 
gi | 27467395 | ref | NP-76 4032.1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 60 in 315 
aa, BLASTP E ( ) : e-110" 
/ codon-start=l 
/transl-table=ll 
/product="putative glucosyl 
transferase" 

/protein-id="BAE17252 .1" 

/db-xref="GI : 72493931" 

/ translation="MIRILIPCFNEASVLEQTYA 

KLTEIMQRDSI SNNYKYELLFIDD 

GSKDRTLAIIKALAQRDHAVKFISFSRNFGKESA 

MYAGLCASTEAEALVILDGDLQHP 

PTLIPQMIAHYRDGEDQWAKRDRTGEHVIRKTV 

SQLYYAVINKIVDVDLEDGVGDFR 

LLSQRAIREWNLGEYNRFSKGLFAWIGFEPKVI 

E YENWRADGE SKWTF S S L LN YG I 

DGLISFNNKPLRAILYFGLFVCAMSFLYILFNFI 

YTVSYGVSTPGYFTTIVAVLFLGG 

VQLTSLGVIGEYIGRIYYEVKQRPLYI IRQTNLS 

DCEVD " 

gene 126574 .. 128076 /locus-tag="SSP0108" 

CDS 126574. .128076 /locus-tag="SSP0108" 

/note="similar to 
gi | 572 8 4748 | gb | AAW36 8 42 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 40 
in 492 aa, BLASTP E(): e-117" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17253 .1" 

/db-xref="GI : 72493932" 

/ translation="MRALHINKIHLILTGLFIFY 

ILMAIFTPLTHDDWDWYSQYGIQM 

LQEHFANLNGRYLGNLFEIVAVRFDWFRWLAYAV 

FSMLIIWVISQFVKHKQTSIICLA 

AFILMVTMPNEIYKQTYGWFAGFYNYVPATLCVL 

FILWFIVTVLFYRNSHKPSTNI IF 

YCVCFGGQFFIENATLFNTLI IAIALVLHIYFYK 

KAYPKFWGWF I SALGT I IMFLNP 

NYRKIFFEGSDYQQVSSDTGIVDKVYKTVTTILP 

DWIFFNQIVI ITI IVGILLVMLYK 

TRQMTKTYTSRYWFIVCGLTLLPIYYFFIFKQFE 

LQHFHMITLTNILNTMVCFIFLCA 

LILAIHTVISQKEVRYTLYLLIASI ILVCGPLI I 

VSPIGPRNFYTVYAIYWILLILL 

AQLEVFNRKSEKWITGLAIFCAVMYLGVFYNIHA 

ANEARISQLKEAVHADSKQRIYSM 



128404. .128592 
128404. .128592 



128626. .130131 
128626. .130131 



130124. .131449 
130124. .131449 



EKLPFEHYLHHATPTSAKYQTLFNEYEGLPKDTK 

VKYVPYGSISNQKQSK" 

/locus-tag="SSP0109" 

/locus-tag="SSP0109" 

/ codon-start=l 

/transl-table=ll 

/product=" truncated hypothetical 
protein" 

/protein-id="BAE17254. 1" 

/db-xref="GI : 72493933" 

/ translation="MSEKEIEDHELEQLNKEIEA 

ELNAYDADKEFQKEKKQFLTLTFI 

CKLIIVLLMLMGLVKLFI " 

/locus-tag="SSP0110" 

/locus-tag="SSP0110" 

/note="similar to 

gi I 1592563 8 | ref | NP-3 73 1 72 . 1 | 

[Staphylococcus aureus subsp. 

aureus Mu50], percent identity 59 

in 502 aa, BLASTP E(): 0.0" 

/codon-start=l 

/transl-table=ll 

/product= "putative 

glycosyltransf erase" 

/protein-id="BAE172 55. 1" 

/db-xref="GI : 72493934" 

/ translation="MTIYNINFGIGWASSGVEYA 

QRYRAQLLRKCNETIKFVFLDFIK 

NENIQTLTENIGFKNEEIIWLYQYFTDIKIAPTS 

VTVDEIIKPLYSEITKVENQGKTR 

KIHFNHNSNYLVCYLKNEDSDWDRVEYISRGKL 

LRRDYYSYVRVLSEYFAPEDNSAK 

LYMRSFYNEDGSIAYNEYVNDEESMFVFEDNILY 

GKQALIACFLEKLHLTDKDMLIVD 

RSKDIGQTVLQNKGPARLGWIHAEHYNESTTND 

TYI LWNNHYEYVFMNAHE I DFF I T 

ATDIQNQLLAQQFEKNYHRKPKIYTIPVGSLSTL 

VKPNRRKPYSI ITASRLATEKHVD 

WLVKAVLKAKASVPEITFDIYGEGGQRQLLSKLI 

QENHAEDYITLKGHVNLNQVYQDY 

ELFLSGSTSEGFGLTLMEAIGSGLGMIGFDVNYG 

NPTFIKHQKNGYLIPIDLNEDKES 

EIIDHLAEGIVNYFDNDTSRFNQASYEIAENFTQ 

P VWQKWNN LISEVLYD" 

/locus-tag="SSP0111" 

/locus-tag="SSP0111" 

/note="similar to 

gi | 49487426 | ref | YP-0 446 47 . 1 | 

[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
40 in 443 aa, BLASTP E(): 3e-97" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17256 .1" 

/db-xref="GI : 72493935" 

/ translation="MINLFDVFDKKAI ILYKSFK 

HAGKQRKTIVIEENGFLPDDILTP 

YAFFANNPETTSQPLFFNEVPIPRFWTIEGNNNT 

AFIKNLDEVKARIIYKANYKHRIV 

ERVEWLNKRGHTQY I D Y YNKVGKRYAQWL DAN S 



gene 
CDS 



QKS I LKRYFN YNNE VMMVENF VTN 
DIMLTWKNKAYFFHSKIQFVNFYLEVAQLESENF 
MINSLSISSAVLNGLSEYGNDSIF 
WQGDITPEIMKHMENALAKEKRNFKI ILPSPSAY 
EKVIELIDEQYKNRIFQSGYVYRF 
VKENRHSNQVLTLTNSDQIPHLEEIVQAHPNLEF 
HVAALTEMSMKLLSLNKYDNVNLY 
PNAKRQKF ISLYKSCDIYLD I NKGNE I L DAVRAA 
FDYNLVILGYNETSHNKDVTPENN 
LFEEVQFEILSSILRDIVAEPSHLDQRLRQQWQQ 
ASSISKAEFIRSLAQ" 
1324 /locus-tag="SSP0112" 



complement (131950 
17) 

complement (131950. .1324 /locus-tag="SSP0112" 
17) 



132621. .132848 
132621. .132848 



133062. .133826 
133062. .133826 



/note="similar to 
gi I 4251988 0 | ref | NP-965810 . 1 | 
[Lactobacillus johnsonii NCC 533], 
percent identity 39 in 148 aa, 
BLASTP E ( ) : 5e-2 7" 
/codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE172 5 7. 1" 

/db-xref ="GI : 72493936" 

/translation="MNFGTQIKMIRKENQLTQEQ 

FGNQLNISRQTVSTWENNRYLPDI 

EMLVEIAKTFNLSLDDLILGNSWKDKLVNDTKF 

VKRIRLSILSMIFILIAIVSALLF 

TSLPSHVSQDGVLQEPWFLVILAFFSLLTGLIIG 

MVNLVL I F INY YKYARRRK " 

/locus-tag="SSP0113" 

/locus-tag="SSP0113" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17258 .1" 
/db-xref="GI : 72493937" 
/ translation="MNKKLFFASI ISIVLGASLG 
ISFLLIPSYVNENGILKEPWYLVE 
SGFSFVIIGGLLMFFAIGGYLCHYFENKIHK" 
/locus-tag="SSP0114" 
/locus-tag="SSP0114" 
/note="similar to 
gi | 15614707 |ref INP-243010 . 1 | 
[Bacillus halodurans C-125], 
percent identity 67 in 254 aa, 
BLASTP E() : 5e-9 7" 
/codon-start=l 
/transl-table=ll 

/product=" putative oxidoreductase" 

/protein-id="BAE17259 .1" 

/db-xref="GI : 72493938" 

/ t r an s 1 at i o n= " MNGKVMMVTGG S S GMGKAMA 

QKFAEAGAKWITGRSLERLEAAK 

EEIEQYEGQILCIDMDVRDPERVQYTVDKTVETF 

GKIDGLVNNAAGNFLCAAEDLSYN 

GWHS VI D I VLNGTWHCTQAVGKE W I KNGQRGR I I 

NMVAT YAWRAG I GVI HS AS AKAGV 

LSMTRTLAVEWGSKYGINVNAIAPGPIDNTGGSG 

KLSLSEEAKQQTLDSVPLERMGQP 



gene 
CDS 



complement ( 134063 . 
69) 

complement ( 134063 . 
69) 



gene 
CDS 



complement (134975 . 
11) 

complement (134975 . 
11) 



135869. .136585 
135869. .136585 



EEIAGLAKFLMSEDASYINGACMTMDGGQWLNQN 
PF" 

.1345 /locus-tag="SSP0115" 

.1345 /locus-tag="SSP0115" 

/note="similar to 
gi 113309880 | gb | AAK18 0 70 . 1 | 
[Staphylococcus caprae] , percent 
identity 57 in 159 aa, BLASTP E(): 
5e-48" 

/codon-start=l 
/transl-table=ll 

/product="similar to ica operon 
transcriptional regulator IcaR" 
/protein-id="BAE17260 . 1" 
/db-xref="GI : 72493939" 
/ translation="MKLEVKEQI IENAISLFSEN 
GYEGTTLNRIASSVDIKKASLYYH 
YANKDEIYRSCINSCFNYFSCFIKAAHEDTQYSI 
ENLHQFLFDFIFNIDEKYIRLYLQ 
LSYALFQFKDEFLQHIKNIHQILDTNIANYYNSI 
EISVNKDEFTTMILMFLESWYLNV ASFIDMEQ" 
.1352 /locus-tag="SSP0116" 

.1352 /locus-tag="SSP0116" 

/note="partial similar to 
gi 1 15925659 | ref | NP-3 73193 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 60 
in 78 aa, BLASTP E(): 6e-24" 
/codon-start=l 
/transl-table=ll 
/product="putative tr 
intercellular adhesi 
/protein-id="BAE17261 . 1" 
/db-xref="GI : 72493940" 
/ translation="MTSFTYALTSYHTFMFLLLL 
GICIHFKTIMYGSINLISTFSFFI 
YLMHPLILDALYSYTSTFENATI IFVAISLLFI I 

/locus-tag="SSP0117" 
/locus-tag="SSP0117" 
/note="similar to 
gi | 2 7468612 |ref INP-7652 49 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 62 in 239 
aa, BLASTP E ( ) : le-72" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17262 .1" 

/db-xref="GI : 72493941" 

/ trans lation="MKKTWASTLAVGLGVTGFA 

AGNSADASEQGVDKAQLAQQAQSN 

PESLNAAPVQDGAYDINFNYNNTDYSFQSDGQYW 

TWSYGQGS TNAPAQE T AE QP Q L VE 

QPQQTEQASTEQPAQEAAPQTEETQQPQQEATTQ 

TTSSSNESTSNESSSSEASEGSSV 

NVNSHLQAIAQRESGGDLKAVNPSSGAAGKYQFL 



uncated 

protein C" 



137123 . . 137872 
137123. .137872 



138190. .138768 
138190. .138768 



gene 
CDS 



QSTWDSVAPSEYQGVSPTEAPEAV 
QDAAAVKLYNTAGASQWVTA" 
/locus-tag="SSP0118" 
/locus-tag="SSP0118" 
/note="similar to 
gi | 27468612 | ref | NP-7652 49 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 54 in 250 
aa, B LAS TP E(): 2e-66" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17263 .1" 
/db-xref="GI : 72493942" 
/ translation="MKKTVIASTLAVGLGVTGIA 
AGN S ADAS EQG VDKAQ L AQQ AQ S N 
PESLNAAPIQDGAYNINFNYNNTDYSFQSDGENF 
SWSYGEGSGEGSNASSEQATDNSS 
QQTAEQPQQVEQPQQTEQASTEQPAQEAAPQTEA 
TQQPQQEATTQSASSSNESSSNES 
SSSEASESSSSGVNAHLQQIAQRESGGDIHATNP 
SSGASGKFQFLQSTWDSVAPAEYQ 
GQPAASAPESVQDAAAQKLYDTEGASQWVTA" 
/locus-tag="SSP0119" 
/locus-tag="SSP0119" 
/note="similar to 
gi I 45656557 | ref | YP-0 0 06 43 . 1 | 
[Leptospira interrogans serovar 
Copenhageni str . Fiocruz Ll-130], 
percent identity 40 in 191 aa, 
BLASTP E() : 9e-3 4" 
/ codon-start=l 
/transl-table=ll 

/product= "putative dihydrof olate 
reductase" 

/protein-id="BAE17264 . 1" 

/db-xref="GI : 72493943" 

/ translation="MRKLIVFLHSTLDGFVEGPK 

GAMD I GWVAYN EELEKFADDVLSN 

TDTIVWGRKTYEMMYDDYWPTVPSDENANEHELN 

HAQWIENVEKVVFSKALNHVEWSN 

SKLVKDHVEEEINKLKQQEGGDIWLGSPRFAHY 

LMQLNLVDEYKITISPTLIGKGLP 

LFQNIHDKVDLKLIKSETFESGALGLNYQVLN" 

complement (138876. .1397 /locus-tag="SSP012 0" 

72) 

complement (138876. .1397 /locus-tag="SSP0120" 
72) 

/note="similar to 
gi I 15896 706 | ref | NP-350 055 . 1 | 
[Clostridium acetobutylicum ATCC 
824], percent identity 46 in 295 
aa, BLASTP E ( ) : 2e-73" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17265. 1" 

/db-xref="GI : 72493944" 

/ trans lation="MMRNQKIVPHLWFDTKAEQA 

IDFYKNVFPETEIIKKVTLQDTPS 



139985. .140254 
139985. .140254 



140316 . .140741 
140316. .140741 



140907. .142493 
140907. .142493 



GDAQQLIFNIFNFRFMAINAGPYFVKNPSISFTV 

LFKKSEIELLETVYNKLVENGKAI 

MPLNQYDFSERYGWVQDQYDVSWQLLVTNDPITH 

RIEPTLLFMNENVGRAEEAIHFYN 

KVFKNSEPGDKFYYPEGLEPNKTSQLAHARFKIE 

NQWFTCMDSAYDYGYQFNEG I S LM 

VTLEDQGEIDDYWEKLSTIPEAEQCGWLKDPFGV 

SWQIVPEHVDEMMAHDSPEQLKRV 

TEAFLKMKKFDIATLEKAYHGE" 

/locus-tag="SSP0121" 

/locus-tag="SSP0121" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17266 .1" 
/db-xref="GI : 72493945" 
/ translation="MKFKHMSTEELAKVTYSSPA 
TIVRLSKKTGAKNYNHFKILFLEE 
YLETEKLDELLEAEPLNKKSSITEIMHMLPNLYE 
HVLKKNKVL YR " 
/locus-tag="SSP0122" 
/locus-tag="SSP0122" 
/note="similar to 
gi I 156 73115 | ref | NP-26 72 89 . 1 | 
[Lactococcus lactis subsp. lactis 
111403], percent identity 31 in 
143 aa, BLASTP E(): 4e-05" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
transcriptional regulator" 
/protein-id="BAE17267. 1" 
/db-xref="GI: 72493946" 
/ translation="MGISYSLAQQSTFKFQSIGI 
ESNSFDGINEHYISNLKNTDKKIA 
ILISITGQNPTIIEIAKYLKARGIYTIAISSS IN 
TELGQVCDQIFKFSDDKLILSMEV 
LPIIISVQYVIDILFSILLTHKYDQNIETSLNVI 
KNPFA" 

/locus-tag="SSP0123" 
/locus-tag="SSP0123" 
/note="similar to 
gi | 501233 06 | ref | YP-052 473 . 1 | 
[Erwinia carotovora subsp. 
atroseptica SCRI1043], percent 
identity 41 in 536 aa, BLASTP E(): 
e-112" 

/codon-start=l 
/transl-table=ll 
/product= "putative 
phosphotransferase system IIABC 
component" 

/protein-id="BAE17268 . 1" 

/db-xref="GI : 72493947" 

/ translation="MNYDNLGKEI IDLVGGENNI 

SSLEHCATRLRFVLKDTDQADNSK 

INELPKVLQWEQGGQFQIVIGNDVANVYDAIVK 

NYSIGQTYAKEENESGKRNI INI I 

FSYISGTFSPLLPALAGSGMLKALLEILKSLNWI 

NDKGATFAILNATSNGVFYFLPIF 

IGMSASKKLNVNPYIGGVIAASLLEPSFTNLLKS 

EENLTFIGLPLWTDFASTVFPLL 



142496. .142759 
142496 . .142759 



142763. .144193 
142763. .144193 



44396 . .145187 
44396. .145187 



IAIAIYAPLERLLKRWVPKVLQLFLVPMLSLIIM 
VPLTVLVFGPFSEYVSSGIGIDYM 
PGFSRILTGVI IASFWPFLWLGVHWGLVPIMID 
NFAHGGD I F IAITAASVFAQ I G I A 
FGWLRSRRNKDLRSLSIGTTLSGLLAGVTEPIL 
YGL I LWYKRL I P I VLVSGAI GGAI 
IAIFDVRVTTFVLNNLFI IPVFKPIYGYILGIAI 
ALIIGTILTFVFGFEAKNSEKPLE 
AKENTNNLQEGASTMIFAPLSGEIVKLENAPDPV 
FSTEAMGKGIAIEPENDTVYAPFD 
GWETIFNTKHAIGFEVMKG" 
/locus-tag="SSP012 4" 
/locus-tag="SSP012 4" 
/note="similar to 
gi | 4690726 7 | ref | YP-0 13656 . 1 | 
[Listeria monocytogenes str. 4b 
F2365], percent identity 41 in 82 
aa, BLASTP E ( ) : 2e-12" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
phosphotransferase system IIA 
component" 

/protein-id="BAE17269 .1" 

/db-xref="GI : 72493948" 

/ trans lation= "MI IHIGLETVQLKGEHFDVF 

VEENQKISQGEPLIKFNNKAIKKE 

GYKLITPWITNSENIEKIKFNESLSITHGQKLM 

ELKYIKRGV" 

/locus-tag="SSP0125" 
/locus-tag="SSP0125" 
/note="similar to 
gi 1 1680236 4 | ref | NP-463 8 49 . 1 | 
[Listeria monocytogenes EGD-e] , 
percent identity 61 in 469 aa, 
BLASTP E() : e-176" 
/codon-start=l 
/transl-table=ll 
/product="beta-glucosidase" 
/protein-id="BAE17270 .1" 
/db-xref="GI : 72493949" 
/ translation="MLNQTSSAFPNDFLWGGGLA 
ANQVEGAARIDGKGLSTADALSQG 
VFNPPVYDPPEQYMKKDAIDFYHKYKEDIKLFAE 
LGFKVLRISISWPRIFPNGDELEP 
NEKGLAFYDHVIDELKKYNSEPLITLSHYEMPLY 
LVEKFNGWESRNVITYFEHFAETV 
FRRYKNKVKYWITFNEINMILHAPFNGGGIQGDL 
NEIDKSTLYQAIHHQFVASASWK 
IGHEINSDFQIGCMIAGTPTYPLTSNPDDVIAAM 
NKDRE I YFFADVHVRG Y YP S YMDR 
YFKENHIDIHITEEDRNILKNTVDFISFSYYMSN 
CATVNPGDIEQSKGNIMNI IKNPY 
LSESEWGWPVDPQGLRYILNQFYDRYQLPLFIVE 
NGLGAKDRLVKSEDGNYTVIDDYR 
I DYLNNHL I EVEKALKDGVD I I GYTAWGP I D I VS 
NSTGEFRKRYGFIYVNRYDNFEGT 
FERYRKKSFYWYQNVIKTNGNSLISK" 
/locus-tag="SSP0126" 
/locus-tag="SSP0126" 
/note="similar to 
gi | 23468 715 | ref | ZP-0 012 4050 . 1 | 



[Pseudomonas syringae pv. syringae 
B728a], percent identity 37 in 261 
aa, B LAS TP E() : 3e-52" 
/codon-start=l 
/transl-table=ll 
/product="putative arginase" 
/protein-id="BAE17271 .1" 
/db-xref="GI : 72493950" 
/ translation="MGAHLLNWLIPNDSNQEAFE 
IKVEEPDEDALELENGVYGQSQI I 
NNVKQAQDILNQEQPDKWTLGGNCMVSQAPFDY 
LNQKYGDELGIVWIDTHPDISYPK 
DITNEHAMWANLLGEGDSELSKLVKAPLKTNQF 
LHVGLQELLDFEAENLEKLNFDYK 
VQGTESYNYEEIQQWIKENNFSKIAIHFDIDVLD 
PNEFRATYFAEPHIESFPAAAGQM 
SLSHLNDILKGISENNDIVGFTVAEYMPWDEINL 
KNTLKDLNIFH" 

complement (145234. .1461 /locus-tag="SSP0127" 

84) 

complement (145234. .1461 /locus-tag="SSP0127" 
84) 

/note="similar to 
gi | 159256 79 | ref | NP-3 73213 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 78 
in 314 aa, BLASTP E(): e-149" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17272 .1" 

/db-xref="GI : 72493951" 

/ translation="MDYRVLLYYKYTTIDDPELF 

ATEHLAFCKDLELKGRILVSTEGI 

NGTVSGTVEATDKYMEALKNDARFQGITFKVDEA 

EGHAFKKMHVRPRQEIVALDLEDD 

VNPRELTGNYLSPKEFREALLSDDTWIDARNDY 

EYDLGHFRGAVRPDITRFRDLPDW 

IKENKEQFMDKKIVTYCTGGIRCEKFSGYLLKEG 

FEDVSQLEGGIATYGKDPETKGEF 

WDGKMYVFDERISVEVNHVDKTWGKEWFDGTPC 

ERYINCSNPECNKQILVSEENEAR 

YLGACSHECAKHENNRYVKKHNISDEEKAKRLEN 

FKELVK" 

complement (146472. .1466 /locus-tag="SSP012 8" 
93) 

complement (146472. .1466 /locus-tag="SSP0128" 
93) 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17273 .1" 
/db-xref="GI : 72493952" 
/ translation="MPKVEERMLEDIENKETRSE 
SNLSSEKEMQQNAFERLGKDWI I 
ETLSIMNIIFAISTISLIGALIFTNKKKS" 
146840. .147310 /locus-tag="SSP0129" 
146840. .147310 /locus-tag="SSP0129" 
/note="similar to 
gi I 289 0 0156 | ref | NP-799811 . 1 | 
[Vibrio parahaemolyticus RIMD 



gene complement ( 147380 . . 

11) 

CDS complement ( 147380 . . 

11) 



gene 147786 .. 148286 

CDS 147786. .148286 



gene complement ( 148353 . . 

19) 

CDS complement (148353. . 

19) 



2210633], percent identity 65 in 
156 aa, BLASTP E() : 2e-56" 
/codon-start=l 
/transl-table=ll 
/product="putative peptide 
methionine sulfoxide reductase" 
/protein-id="BAE17274 . 1" 
/db-xref="GI : 72493953" 
/translation="ME T VYL AGGC L WGVQAF VKT 
LPGVINTEGGRANGITDTLHGEYD 
GYVEVIKTEFDPQKVSVTDLMGYLFEI IDPYSVN 
KQGQDVGLRYRTGLYSEDEKHLKE 
AQQFIDGIEDHHLIATEVLPLTNYVRSAEENQDR 
LSRFPDDYCHLPKELVYKYK" 
1475 /locus-tag="SSP0130" 

1475 /locus-tag="SSP0130" 

/note="similar to 
gi | 1778752 | gb | AAB49287 . 1 | 
[Staphylococcus lugdunensis ] , 
percent identity 61 in 42 aa, 
BLASTP E ( ) : 8e-0 8" 
/codon-start=l 
/transl-table=ll 

/product= "putative antibacterial 
peptide" 

/protein-id="BAE17275. 1" 
/db-xref="GI : 72493954" 
/translation=" MTG I VE A I GN AVN VG L AH D W 
ATMGVS I ADVL AKGVD S VL GF F K " 
/locus-tag="SSP0131" 
/locus-tag="SSP0131" 
/note="similar to 
gi | 27467176 |ref INP-763 813 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 26 in 171 
aa, BLASTP E ( ) : le-10" 
/codon-start=l 
/transl-table=ll 

/product=" immunodominant antigen" 
/protein-id="BAE17276 .1" 
/db-xref="GI : 72493955" 
/ translation="MNQLVKVTLATGLALSAMVA 
TTSSMTSNSTFIAHGSENIDYQVN 
GYTTDANDFILEPSFIEAVKNNNFVINGYNITGN 
EQQESSMIDI YDQI IAKTGEQTAS 
MVDFEVKKGAVSKEALIEQYGQPIEKPFESAQGF 
DYRYH I GDN I VQ Y I VE DG YVKDVQ I NAENE " 
1489 /locus-tag="SSP0132" 

1489 /locus-tag="SSP0132" 

/note="similar to 
gi | 2 7467011 | ref | NP-7636 48 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 57 in 177 
aa, BLASTP E ( ) : 4e-55" 
/codon-start=l 
/transl-table=ll 
/product=" transcriptional 
regulator" 



149059 . .149787 
149059 . .149787 



149784. .150878 
149784. .150878 



151261 . 
151261. 



158211 
158211 



/protein-id="BAE17277. 1" 

/db-xref ="GI : 72493956" 

/ trans lation="MNEEMMTDSRILKTKRNTRK 

ALITLLKHKKYDDISVKDICEVAG 

I SRGTFYLHYKDKFDLVEQYQFE I TKEGSKRVQS 

LLQSERHLLYYHI INFWNNEAELL 

LLLISNNGSPDVQNQLKKTLQYNAEKNVFPYTKK 

SHFSEKERHYFWFLSNAIFGI IQ 

EWVNNGQQETPEELSTI IHKI IPDSLLG" 

/locus-tag="SSP0133" 

/locus-tag="SSP0133" 

/note="similar to 

gi | 2 7467012 | ref | NP-7636 49 . 1 | 

[Staphylococcus epidermidis ATCC 

12228], percent identity 80 in 242 

aa, BLASTP E ( ) : e-107" 

/ codon-start=l 

/transl-table=ll 

/product="ABC-type multidrug 

transport system ATPase component" 

/protein-id="BAE17278 .1" 

/db-xref="GI : 72493957" 

/ translation="MSELVAKLTNATKYYGKKKV 

LDHIDIELSSGKILGLIGPSGSGK 

TTTIKCLMGMEKLDEGHAQIFDTEIPDRKILNEI 

GYMGQ S DAL YE S L TAHENLVF FGN 

LMGLKGEKLKQAIATNMKLVNLEGELNKIVNTFS 

GGMKRRL S L AI T L LANPN LI ILDE 

PTVGIDPSLRRDIWKQLKHLTKKGKSVIVTTHVM 

GEAERCDYIGLIVEGRLFIMGTPQ 

ELKDKFGVDSIEEVFIKAEAEVQS" 

/locus-tag="SSP013 4" 

/locus-tag="SSP0134" 

/note="similar to 

gi I 27467013 | ref | NP-763650 . 1 | 

[Staphylococcus epidermidis ATCC 
12228], percent identity 77 in 364 
aa, BLASTP E ( ) : e-164" 
/codon-start=l 
/transl-table=ll 
/product="ABC-type multidrug 
transport system permease 
component" 

/protein-id="BAE17279 .1" 

/db-xref="GI : 72493958" 

/ translation="MRFKAVFIRVIKELLRDKRT 

LALMLFAP ILVLT L L YF VF DTN S E 

TDLKIGIDDNVPQKIVNALPSDKVDIEKIKSPDS 

IKDTIVNTKLDSYITKNGSNLEVT 

YANEDPSKTGSTKQLLGSAIQQNKMQDMMKIVEK 

IPNNMKQKNAQQDENVKLDNHYLY 

GDEDSTYFDKMFPILIGFFVFLFVFLISGIGLLR 

ERTNGTLERLLATSVKRSEIVFGY 

LAGYGLFAILQTLLIVFYAILILNIEVAGSIWWV 

LLINILIALAALAMGIFVSTFANS 

EFQMIQFIPIVAIPQVFFSGIIPLENIADWVSVI 

GYLFPLRYAGDALTNIMIKSQGFE 

FIWFDIGILFVFIFVFTVLNIVGLKRYRKV" 

/locus-tag="SSP0135" 

/locus-tag="SSP0135" 

/note="similar to 

gi | 15991793 | gb | AAL13 053 . 1 | 



[Streptococcus gordonii], percent 

identity 57 in 1543 aa, BLASTP 

E ( ) : 0.0" 

/codon-start=l 

/transl-table=ll 

/product="cell wall-anchored 

protein" 

/protein-id="BAE17280 . 1" 

/db-xref ="GI : 72493959" 

/ translation="MNKNKKRHRFDFLPNRLNKY 

SIRKFTNGIASVLIGSTILLGAVI 

DKEADAAEQQPTSEVYGQTDNNYKSESNKSNSVQ 

HDEERTNIINDNDEANYSNHSEIP 

IHDKSSEYDQKPINEQDTSNHHETHLNQNATENH 

VKEESKEVSTEEESIEDRKTEEST 

TEESKAVEEANKENTTEKNDEGSLDLEKEKDTYK 

DEKDNGKKKNE LE SHNHR I ENKVE 

DN VYKNNKE TNLESKNE N VN K D D K VN TSSSTSIE 

KPEDNATRSNLINSVNHSLKQLDN 

AKNNTEKQSLLENYYQTHTNATASDAKKAIEKLN 

IDFTKQNSDQLIALLLIELANQMD 

KDKVQANVPASKRAETNNESLSIETNTTNIEKTL 

AKPSTSKFRSANTRATNWNYAAN 

QSGRNVNHLVF ANT S YE I LGGGKKYNQVFMTMDG 

KLKIKIDYTVDDSWEGDYFTVDF 

GKYIHPGTSRKPYRVNNIHDANGRTIAIGSYDSA 

TNTAKYTFTNYVD I YNNVRG SFSL 

LSWPFKELVTTDKQSVPVGITVAGEDYTQNVIFN 

YGNRTVPVISDINYLTKDFAEFTT 

YINQNRAFNTGSKVRLSGQGFKFTSPDEIEVYKV 

LNNSQFRDSFSPDYANLTQVRNPK 

IIINSDGSATVDLGDIGTLGYI IRSKPNTLPDFS 

GIGVLKSEYTFTNNKNQRDTRAHA 

SSIQFVRAELAGFGGFGGYVWFDKNNDGVQNDSN 

AAAAGITVNLLDPTGIRLATTTTD 

ITGHYNFDNLTNGNYLVEFVMPEGYIPTQANSTV 

DDKDSDWFENGRYIAHVTIKDAD 

NMTIDAGLVSDTTSESLSLSESLSTSQSLSLSHS 

LSLSESESTSQSLSLSTSESLSQS 

LSLSASESLSESESLSESESLSESESLSASESLS 

ESESLSESESLSASESLSTSESLS 

ASESLSESESLSESESLSESESLSESESLSTSES 

LSASESLSESESLSESESLSASES 

LSDSESLSASESLSASESLSASESLSASESLSAS 

ESLSESESLSDSESLSESESLSES 

ESLSTSESLSASESISASESLSTSESLSTSESLS 

ESESLSESESLSEYESLSASESLS 

ASESLSTSESLSESASLSESESLSTSESLSASES 

ISASESLSASESLSESESLSTSES 

LSTSESLSESESLSESESLSSSESLSSSESLSES 

ESLSTSESISESESLSTSESLSAS 

ESLSESESLSASESISESESLSASESLSEYESLS 

TSESLSSSESLSESESLSASESLS 

ESESLSASESISESESLSESESLSTSESLSASES 

LSESESLSESESLSESESLSESES 

LSASESLSESESLSESESLSARESLSQSEALSES 

ESLSTSESLSESESLSASESISES 

EYLSESESLSASESLSESESISASESLSESESLS 

ESESLSESESLSTSESLSASESLS 

ESESLSESESLSESESLSESESLSE 

SESLSDSESLSESESLSESESLSESESLSDSES 

LSESESLSESESLSESESLSESESLSESELLSES 



ESLSESESISESESISASESLSES 

ESLSESESLSESESLSESESLSESESLSESESLS 

ESESLSASESISASESLSESESLS 

ESESLSESESLSESESLSTSESLSESESLSTSES 

ISESESLSESESLSESESLSESES 

LSKSESLSESESLSESESLSTSESLSESESLSAS 

ESISESESLSESESLSESESLSTS 

ESLRQSESLSQSLSLSASESLSASESISESESLS 

ESESLSASESLSESESLSASESLS 

ESESLSESESLSGSESLSASESLSESESLSESES 

LSESESLSESESLSGSESLSASES 

ISESESISASESLSESESISASESISESESLSTS 

ESLSTSESLSESESLSASESLSES 

ESLSESESLSESESLSESESLSASESLSASESLS 

ESESLSESESLSESESLSESESLS 

ESESISESESLSESESLSESESLSESESISDSES 

ISESESLSESESLSESESISESES 

LSESESLSESESLSESESISDSESLSESESLSES 

ESLSESESLSESESLSESESLSAS 

ESLSASESLSASESLSESESLSDSESLSESESLS 

ESESLSASESLSASESLSESESLS 

ESESISDSESLSTSESLSESESLSESESLSGSES 

LSASESLSASESLSASESLSASES 

ISESESLSESESLSESESLSDSESLSESESLSTS 

ESLSASESLSESESLNTSESMSES 

ESL'i . . . : :lpd 

TGNEDKHNGLIPLLTALGGI ILLR 

RRRNNEIQDK" 

gene complement ( 158256 .. 1590 /locus-tag="SSP0136" 

08) 

CDS complement (158256. .1590 /locus-tag="SSP0136" 

08) 

/note="similar to 
gi I 27467999 | ref | NP-76 4636 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 32 in 250 
aa, BLASTP E() : 3e-36" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17281 . 1" 
/db-xref="GI : 72493960" 
/ translation="MLIKNIFTTVSSRNSAI IFY 
AIALYPFLYLITLILPTNFMQIGG 
ETNSLSGLEFYFVILLAQSQFAVPLILMTYFVSY 
LFFEEYESGRLIFYKDISRIRLYN 
SKLVALFSMYI IYYVILFVSSEILYFTYIHQYDY 
ASGAFLSNVHETNYSTILCIVGIF 
CITLIAICFSVMLSMKLSTGFDILSVIVLLMFMV 
IAPMIHGLKYLFPNGYDHAITPSD 
LLTKLGLMILTTLLYSVICYLVGLKMFKKLEY" 
gene complement ( 159013 .. 1598 /locus-tag="SSP0137" 

94) 

CDS complement ( 159013 .. 1598 /locus-tag="SSP0137" 

94) 

/note="similar to 
gi 127468000 | ref | NP-76 463 7 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 40 in 286 
aa, BLASTP E ( ) : 2e-53" 
/ codon-start=l 



/transl-table=ll 
/product="ABC-type multidrug 
transport system ATPase component" 
/protein-id="BAE17282 .1" 
/db-xref="GI : 72493961" 
/ trans lation="MLKI DDL YKRFKGADFNVID 
GVSLTINRGEWGLIGKNGAGKTT 
LMKMIAKTKRPTSGAIFLNGIDIFQHHNILKNVG 
IMIDTVHFKHFSAKKNLTYYLKVN 
HKTQYLKNIDNILDLVGLLHTYGKKVKDFSFGMK 
QRLSLAMCLVDEPEIAIMDEPFVG 
LDPDGVNTLIHSLRTWASKKGTALLISSHQLNEL 
AEVCDRFVLLKEGKLQNIDFNKEQ 
LIKIWKEQIYPEHRQELLNLFSTIKDIEEKAVI 
MQSGSEEYNEI INYLVKYYTLENT 
INEQDNLYQYFDEFERK" 
gene 160295 .. 161728 /locus-tag="SSP0138" 

CDS 160295. .161728 /locus-tag="SSP0138" 

/note="partial similar to 
gi 153771566 | ref | ZP-0 035572 7 . 1 | 
[Exiguobacterium sp. 255-15], 
percent identity 35 in 254 aa, 
BLASTP E ( ) : 2e-41" 
/codon-start=l 
/transl-table=ll 
/product="truncated conserved 
hypothetical protein" 
/protein-id="BAE17283 .1" 
/db-xref="GI : 72493962" 
/ translation="MFNEFKFIFRNKMLI IALIA 
IAAIPLLYVALFVGSMWSPYDKTD 
QLKI S IVNQDQSAKLNGEKVTIGDDWDKLKDND 
KFDFQEVSKKEAFNQLEKGKSVGT 
IIIPKDASSNATTLLDKNPKKIKIETQVNPGSSY 
TGSQSAQKAIDTVTNSIKDNIRTN 
YLDQLFASAKKSQSGFKDTSNALGDMSDAESQLI 
DGNQQVTDGLKQLAPTVGQPAQQL 
ISGNQQVTDGLNQLQQNNDQLKAQIDQSVEQQDG 
VAFEGDNEKALNNVTKVNENNATE 
ADKYGETIVPYMASVSLFVGAVSFSAIYPLRKML 
TKDVTSLKQAFGKLLLYLVQGAVS 
ALLMSSWAIFALNMSIDNIGKFILVGLLWAIAAI 
TVTTFLSLLLDRIGLFISMVLLIL 
QLSASEGMFPIELSAQFFRWIHPFSPMSYAIQGY 
REAIFTNAGHFNFGFWALLVGI I 
VIMMILQYLVLLWFNKRQRLPFSIEFK" 
gene 161751 .. 162203 /locus-tag="SSP0139" 

CDS 161751. .162203 /locus-tag="SSP0139" 

/note="similar to 
gi I 461136 8 7 | ref | ZP-0 0 1 833 0 1 . 2 | 
[Exiguobacterium sp. 255-15], 
percent identity 26 in 133 aa, 
BLASTP E ( ) : 3e-09" 
/ codon-start=l 
/transl-table=ll 
/product=" transcriptional 
regulator" 

/protein-id="BAE17284 . 1" 

/db-xref ="GI : 72493963" 

/ translation="MENVDKTIEEAITKFQIVML 

HLNKEIVEIVKETGLSNLLSREQI 

DAMRIIKNEGKVTINELAGLQNIFKTAASKRIAK 



162475. .163101 
162475. .163101 



163286. .163393 
163286. .163393 



gene 
CDS 



LEEMGYVQRAY S DNKR I KL I ML S D 
EGETFLQRATAVMTEAVKDRLGNKFTAEEVHHFV 
EQLTHIVNAFKAHK" 
/locus-tag="SSP0140" 
/locus-tag="SSP0140" 
/note="similar to 
gi | 27469109 | ref | NP-765746 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 33 in 171 
aa, BLASTP E ( ) : 3e-19" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17285. 1" 
/db-xref="GI : 72493964" 
/ translation="MKRTIERVLTWIGIVLQILG 
WLMAVL I PMMGNGEVKE AF I S QM 
MQEDSSFTYEDGNTIFSTFSGLLTTGLVLGI ILL 
IIALIAVFLISKKPKVAGVLLIIA 
GVISFLGNWINAVLWLVAGIMLLVRKPKEPIYDK 
EEDDDVNPYIKDGSQVNERNNSFI 
LSEEQKENEQETIKDAYSQSKDDNKTDLDNLDDL 
DERSKKLKEDPYKY" 
/locus-tag="SSP0141" 
/locus-tag="SSP0141" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="BAE17286 .1" 
/db-xref="GI: 72493965" 
/ translation="MMMALGMLLPVLWGFITMS 
ILEERKRNRNKKKDK" 
/locus-tag="SSP0142" 
/locus-tag="SSP0142" 
/note="similar to 
gi 13002026b | ref I NP-831896 . 1 I 
[Bacillus cereus ATCC 14579], 
percent identity 41 in 304 aa, 
BLASTP E ( ) : 6e-6 4" 
/ codon-start=l 
/transl-table=ll 
/product="putative permease" 
/protein-id="BAE172 8 7. 1" 
/db-xref="GI : 72493966" 
/ translation="MSEMLYILQTVLLPIFIMIF 
LGYILQKKFTLDLNTLAKLNIYVF 
VPGFIFVKFYKTHFALSLLFYI I IFFVI YMFVLF 
LIGKLLSMFRKTDKGETTTLTNSL 
MFFNSGNYGVPVNDLVFKGDPLAMSVQVIVLSLQ 
NIFTFSYGVFAIQSLHIGKLKALL 
GYFKMPVLYALLLAI ILNYNHIPIPEFIWTPANY 
VADAMI AI ALLMLGAQ I SN I KF S L 
KWSKSYAYVFIRLI IGPLIALVI IKIMGIEGI IA 
QTLFIASAMPTSVNSSVIAQEYDN 
HPELAAELVFLSTLLSAITWIVIYMSKILF" 
complement (1648 73. .1651 /locus-tag="SSP0143" 
90) 

complement (164873. .1651 /locus-tag="SSP0143" 
90) 

/codon-start=l 
/transl-table=ll 



163828. 
163828. 



164751 
164751 



/product=" hypothetical protein" 
/protein-id="BAE17288 . 1" 
/db-xref="GI : 72493967" 
/ trans lation="MFVAEVAFSTNKEHEQQLYN 
KVKKTQSELHNVAGLKSSEVWTKS 
KSDDVEYVWSKWDEKKDFQNWVARPSHVEEHKA 
MHKKSKNGEADKPPFQKTLRQYTV VEF" 
gene 165391 .. 167241 /locus-tag="SSP0144" 

CDS 165391. .167241 /locus-tag="SSP0144" 

/note="similar to 
gi I 1592 56 0 7 | ref | NP-3 73141 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 79 
in 612 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 
/product=" anaerobic 
ribonucleoside-triphosphate 
reductase" 

/protein-id="BAE17289 .1" 
/db-xref="GI : 72493968" 
/ translation="MNKLEKNLKHLITKDPTVVN 
ENANKDSATFSTMRDLTAGWSKS 
YALDYLLPKHVAQAHEAGDIHFHDLDYHPFQPLT 
NCCLI DAE SML SHGFQ I GNATVT S 
PKS IQTASAQLVQI I ANVS S SQYGGCT I DRVDEL 
LSKYAKFNEMKHRQIAEKFVHESV 
IDTYVDERVTQDIGDAIESLEYEINTLYTSNGQT 
PFVTLGFGLGTDRYSRKIQEAILS 
TRIKGLGKDRITAIFPKLVFSIKRGVNLNESDPN 
YDIKQLALECSTKRMYPDILNYDK 
TVELLGDFKAPMGCRSFLPAWKDKDGHYENNGRC 
NLGWTLNVPRIALESKGDMEAFW 
KIFHQRMAIUH DALVY R I E R I AQ AT P E NAP I L YQ 
NGAFKHRLKETDDIMTLFKGQRAT 
L S I GY I GL YEAATVF YGPHWERL S KAKAF TLDIL 
KSHKAYQLKIvTEQYDI VfFS I YSTP 
SESLTDRFCRLDREQFGEIADITDKGYYQNSFHY 
DVRKDVTPFEKIDFEKDYPEYASG 
GYIHYCEYPKLNHNLKALEAVWDYAYDKVSYLGT 
NIPIDHCRKCGFVGDFKTTAKGYQ 
CPQCGNDDPKSVDWKRTCGYLGNPVQRPTIEGR 
HKEMCARVKHLKDASV" 
gene 167238 .. 167774 /locus-tag="SSP0145" 

CDS 167238. .167774 /locus-tag="SSP0145" 

/note="similar to 
gi | 27469 0 89 | ref | NP-765726 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 72 in 176 
aa, BLASTP E ( ) : le-73" 
/codon-start=l 
/transl-table=ll 
/product="putative anaerobic 
ribonucleotide reductase 
activating protein" 
/protein-id="BAE17290 . 1" 
/db-xref="GI : 72493969" 
/ translation="MNILKIRHGQGHIAKIEAQS 
FVDGEGVRCSLYVSGCPFACENCY 
NKVAQNFKYGEPFHEDTLEEIMEYCAPNYISGLS 
I LGGEPFCNVD I TLKCAQTFRKRF 
GNTKSLWVWTGFLFEYLERDSAERKTLLELIDVL 



VDGPFINHLYRPNLPYKGSMNQRV 
I DVQAS LQKRRVC E Y I K S " 
gene 167856 .. 168851 /locus-tag="SSP0146" 

CDS 167856. .168851 /locus-tag="SSP0146" 

/note="similar to 
gi | 49485155 | ref | YP-0 423 76.1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
55 in 327 aa, BLASTP E(): e-110" 
/codon-start=l 
/transl-table=ll 

/product= "putative choloylglycine 
hydrolase" 

/protein-id="BAE17291 . 1" 
/db-xref="GI : 72493970" 
/ translation="MCTGFSFLSKSKQAILGRTM 
DFVYHLEGQPAVQPRHFYWESRVE 
YKGKTQYGFIGAGSDMEGFLFGDGLNEHGVGVSI 
QYFRGYASYATEVREGYMNIAQNE 
VITWVLGYNKNIDDLIENGKQVNWAHVLNDIAE 
VPPLHYHITDDTGRS VELTFQDGK 
IVINENPIGVLTNNPDLNWHYENLRNYTAVTPHK 
PEAKNVMGQSLGSLGNEGGTYGLP 
GGYTSPERFIKTAYLKNYLIGSEDPEYDVMDAFK 
LLDSVSIPKGAVLDENGDMHYTLY 
QTVFNLTTRTMYLKWYDTNQITELQLTEDLILKE 
DMT I FE S VQAF VTNKLNHT S S " 
gene complement ( 169138 .. 1700 /locus-tag="SSP0147" 

64) 

CDS complement (169138. .1700 /locus-tag="SSP0147" 

64) 



gene 170479 .. 170964 

CDS 170479. .170964 



/note="similar to 

gi | 49482569 | ref | YP-039 793 . 1 | 

[Staphylococcus aureus subsp. 

aureus MRSA252], percent identity 

61 in 308 aa, BLASTP E(): e-112" 

/codon-start=l 

/transl-table=ll 

/product="putative dioxygenase" 

/protein-id="BAE17292 .1" 

/db-xref="GI : 72493971" 

/ translation="MNI IGHHHISMYTKGAQINK 

NFYTQTLGLRLVEKSVNQDNPTMY 

HLFYGDEIGTPGTLLSFFEIPNLGKNRPGTNSIH 

RVSLLVPDESALTYFERRLNEQHI 

TTTQMTYLNHHALLFKDMDGLEILLLANNHRNTP 

NAWRKNPYTDIPEAYQILGMGPVE 

LRLRDIQPTLHFLKNDLRYSLRENVDETVLTLDS 

DGLYTDFVLVEEQGSRARPGQGYV 

HHIAVNTPNDSDLYAVLDTINHNPGNHSGI IDRY 

FFKSLYYRHNS IMFEFATAAPGFT 

VDTAIKDLGKKLNLPDFMENQRTEIEEKLHDL " 

/locus-tag="SSP0148" 

/locus-tag="SSP0148" 

/note="similar to 

gi 130020510 | ref | NP-832141 . 1 | 

[Bacillus cereus ATCC 14579], 
percent identity 43 in 160 aa, 
BLASTP E() : le-36" 
/ codon-start=l 
/transl-table=ll 
/product=" truncated 



171194. .171466 
171194. .171466 



171406 . .172209 
171406. .172209 



172633 . .173283 
172633 . .173283 



transcriptional regulator" 

/protein-id="BAE17293 .1" 

/db-xref="GI : 72493972" 

/ translation="MEKLSKLTGVSTSSLNEIEK 

GNTIPSINTVWKISNGLKLSFSSL 

MSEAESDYVQVNKEDWPVTEDDGKYRVYPYFPF 

EKSKSFEFFYVELDPGATLDSEPH 

LSGSEESIIIVDGQLEMHLENEVIDLGKGDALRF 

KSDITHSYTNHGEDMTLISMVIDY K" 

/locus-tag="SSP0149" 

/locus-tag="SSP0149" 

/note="similar to 

gi 130022817 | ref | NP-83 4448 . 1 | 

[Bacillus cereus ATCC 14579], 
percent identity 43 in 87 aa, 
BLASTP E() : 3e-12" 
/codon-start=l 
/transl-table=ll 
/product="truncated conserved 
hypothetical protein" 
/protein-id="BAE172 9 4. 1" 
/db-xref="GI : 72493973" 
/ translation="MNKINTRIETLDFLRGFALI 
GIMLVNIWIANIGIPESSQDITY 
KKFLDFFIESKFFSIFHIYLVLVFIFLCKEQKRN 
LEINILYICAVF " 
/locus-tag="SSP0150" 
/locus-tag="SSP0150" 
/note="similar to 
gi|396084|emb|CAA802 48.1 | 

[Bacillus acidopullulyticus] , 
percent identity 42 in 269 aa, 
BLASTP E() : 2e-52" 
/codon-start=l 
/transl-table=ll 
/product="truncated conserved 
hypothetical protein" 
/protein-id="BAE17295. 1" 
/db-xref="GI : 72493974" 
/ translation="MQRAEEKPGNKYFIYLRRIL 
ILAIFGLIHMQLQPGEALWYSIF 
GLLLIPFFNLNKFINLVIGILLLIMVLYLDAKIL 
TPLPYFILGLASAQFGMIFKFNRY 
KIWSWALISGI ISTIGWYLLEKAYWPNFKLLR 
QKSEVS INHYAENVDHYHHL I T I F 
SPFMSIFYASCLILLLNISWARKVLSPLKYYGSM 
ALTNYIGQTLLIYLAISIFSGKHW 
THVDTLWICVCVYVFQLLISTYWLKYFKLGPLEY 
I WKMAT YMKK I KM I K " 
/locus-tag="SSP0151" 
/locus-tag="SSP0151" 
/note="similar to 
gi I 367642 8 | gb | AAC619 46 . 1 | 

[Staphylococcus aureus], percent 
identity 50 in 201 aa, BLASTP E(): 
9e-55" 

/codon-start=l 

/transl-table=ll 

/product="putative permease" 

/protein-id="BAE17296 .1" 

/db-xref="GI : 72493975" 

/ translation="MDI ISVLILFAIFLGGLVRT 



YFGFGEALVSMPLLTLIGLDIHTS 
VSVIGLAGILVASFNIFLDFKNIEYRLLAALLIG 
SFLGVPLGIWILNFVNTSWQWLL 
GLFLFSYGTYAFLRKVYFKNKAKMILKSKAWAGL 
TGIISGVLGSLYNSHGVPWIYST 
LTGLSVKTLSSTIQVHFLITAILWIGQGTGDIW 
TSATLPFIFLSMSVFTYFSVNW" 
gene complement ( 173425 .. 1738 /locus-tag="SSP0152" 

47) 

CDS complement ( 173425 .. 1738 /locus-tag="SSP0152" 

47) 

/note="similar to 
gi | 27466966 | ref | NP-7636 03 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 79 in 133 
aa, BLASTP E ( ) : 2e-56" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE172 9 7. 1" 

/db-xref="GI : 72493976" 

/ translation="MKKLMYSSAFYTLLGLLSGL 

FYREMSKAENFSGYSQLNITHTHL 

LVLGTIMFLIFMIIEFQLKLTSNRQLFNYFFYIF 

HLGVL I TVTMQF ING I AAMKDFNV 

SPAIAGIAGLGHIMITLAFILFFVLLNKRINAYT 

GKNV" 

gene complement ( 174106 .. 1749 /locus-tag="SSP0153" 

63) 

CDS complement (174106. .1749 /locus-tag="SSP0153" 

63) 



gene 175046 .. 175858 

CDS 175046. .175858 



/note="similar to 
gi 123100 72 8 | ref | NP-69 4195 . 1 I 
[Oceanobacillus iheyensis HTE831], 
percent identity 50 in 284 aa, 
BLASTP E ( ) : 4e-72" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
2-dehydropantoate 2-reductase" 
/protein-id="BAE17298 . 1" 
/db-xref="GI : 72493977" 
/ translation="MNNVAI IGPGAVGSTIAFDL 
RDASLNVKLLGRRNETLHYYSNNA 
LDTKYQLDVCALNEYHETVDFLFITVKIPQLDTV 
LTSYQHLLHKNTI I ILAQNGHGQL 
HKFDHPYVYQAWY I SGQKTGNT I THYRDHKL I L 
DQNAHTQALHQCISNSSLNIELTT 
DIDNAIWYKLLVNLAINSVTALTRSTASVLEVPG 
IKKLCEQLLLEGINIAKAEHVHFE 
PNIVNTILNIYDGYPAEMGTSMYYDIVDGRSLEI 
DGIQGYLFYKARKHHLNTPILDTI 
YHLLLAQQK" 

/locus-tag="SSP0154" 
/locus-tag="SSP0154" 
/note="similar to 
gi I 572 8652 0 | gb | AAW38614 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 72 
in 268 aa, BLASTP E(): e-108" 
/ codon-start=l 



/transl-table=ll 

/product="3-methyl-2-oxobutanoate 
hydr oxymethyltr an sf erase" 
/protein-id="BAE17299 .1" 
/db-xref="GI : 72493978" 
/ translation="MKTLNQLQDLKVNKEKISMV 
T AYD YP SAKQVEAAD IDIILVGDS 
LGMTVLGYDSTVQVTVADMIHHTKAVRRGAPNTY 
L I VDVPFGAVGVNDQYDLE I AVKL 
YKETDANAIKAEGAHLTQYIKNCSNMGIPWSHL 
GLTPQSVGIMGYKMQAGNKEAARQ 
LIE DAYAVQQAGAVML VLE AVP S D LAAE I S DK L D 
IPVIGIGAGKETDGQVLVYHDLLN 
YAVEHRAKFVKQFGDFSVGIDALKQYNNEVKAEQ 
FPGEAHTYKKQIMNEVTE" 
gene 175855 .. 176703 /locus-tag="SSP0155" 

CDS 175855. .176703 /locus-tag="SSP0155" 

/note="similar to 
gi 123100 73 0 | ref | NP-694197 . 1 | 
[Oceanobacillus iheyensis HTE831], 
percent identity 65 in 281 aa, 
BLASTP E ( ) : e-103" 
/codon-start=l 
/transl-table=ll 
/product="pantoate beta-alanine 
ligase" 

/protein-id="BAE17300 . 1" 
/db-xref="GI: 72493979" 
/ translation="MTQLITTIEEMRSI IANLHN 
QRRSVGFIPTMGALHDGHLKMMSL 
SLNENDVTIISIFVNPLQFGPNEDLDSYPRDIVG 
DTAKAE S VGVD Y I FHPTVKEMYPE 
LPTIELKAGRLASVLEGAERPGHFDGWTWNKL 
FNIVRPHKAYFGKKDAQQLAIVEK 
MVEDFNHPIEIKGVDIVREDDGLAKSSRNIYLTK 
NERIEAVHLYKSLCLAQSLYKNGE 
RNSEKIIKATRDYLTEHTSGTIETVAIYSYPELV 
EQTQIKDSIFI SLAVKFSKARLID NIIIEG" 
gene 176953 .. 178440 /locus-tag="SSP0156" 

CDS 176953. .178440 /locus-tag="SSP0156" 

/note="similar to 
gi | 2746 718 4 |ref INP-763 821 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 71 in 494 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 

/product="putative malate : quinone 

oxidoreductase" 

/protein-id="BAE17301 . 1" 

/db-xref="GI : 72493980" 

/ translation="MSEKNSKDVILIGAGVLSTT 

FGTLLKELAPDWNIKLFERLDKPA 

IESSNERHNAGTGHAALCELNYTVEQKDGSIDVE 

KAKEINEQFEISKQFWSHLVKSKQ 

IQNPQAFIRPLPHISFVQGDKNVNFLKRRFEALS 

PLSMFKGIEYTEDHEKLKVWMPLM 

MEGRDPNETVAASKIDEGTDVNFGELTRKMAKNL 

SEHDNAELFYRHEVQDFSRRKDGK 

WEVKIKDLKTKKVEHHITDYLFIGAGGAAIPLLQ 

KTGIPESKHLGGFPITGEFLVCNN 

PEWAKHEVKAYGKEPEGTPPMTVPHLDRRYIQD 



ENSLLFGPFAAIGPKFLKNGSNLD 

LFKSINPSNVITMLSAAAKNFPLIKYSIQEVLAK 

KE DRMKE LRRF VP DAKDE D WD I MQ 

AGKRVQVIKDTKEHGRGFIQFGTEWNSKDHSVI 

ALLGESPGASTSVSVALEVIEKNF 

PEQLKQWEPKLKEI IPSYGQSLIEDYALLKQIRQ 

ASNAELELNHK" 

gene complement ( 178592 .. 1788 /locus-tag="SSP0157" 

34) 

CDS complement (178592. .1788 /locus-tag="SSP0157" 

34) 

/note="partial similar to 
gi I 572 8549 4 | gb | AAW37588 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 57 
in 77 aa, BLASTP E(): 2e-19" 
/ codon-start=l 
/transl-table=ll 
/product="truncated conserved 
hypothetical protein" 
/protein-id="BAE17302 .1" 
/db-xref="GI : 72493981" 
/ translation="MEALAQILSEVANSNISYDP 
VTLEKFGKMYDEPKGFGPLLASMY 
KAGEMGLLDQSSNDFEKLTGEKPDTFETYLHKHY 
KN" 

gene 178948 .. 180822 /locus-tag="SSP0158" 

CDS 178948. .180822 /locus-tag="SSP0158" 

/note="similar to 
gi I 31616158 | gb | AAK3 8 83 4 . 2 | 
[Staphylococcus aureus], percent 
identity 44 in 673 aa, BLASTP E(): 
e-147" 

/codon-start=l 

/transl-table=ll 

/product=" truncated 

biof ilm-associated surface 

protein" 

/protein-id="BAE17303 .1" 

/db-xref="GI : 72493982" 

/ translation="MVNKDNNHVEKNSEISKIQI 

SENNIIRNNVEDKKFDEAVLKDEK 

QDKQQDEKLKPNENNNRKFTEIKTEDVGHFNGTI 

NDKKMENDAIQEDAIQTRTKENLN 

NQSQTNNHIKTKVTVKRATTDFENIKTVNKSETP 

NKNIIGTSRAYKKLTDKDI IKLRK 

LLAKHDLYHPVVTKSVREMIEDSSLEALDYSDNY 

TFQTLIFQPEPLTTKEVLDSKTIP 

FQIHSYLTGANSGDVYKINLQLDPI IANHVKKIT 

VNP S GRS S S VE L VRL ANKE C KATN 

IWQVNFIRASDGLFGGAEILSQYTAENGKIELDD 

TVRNILEKMEDHSDKLNYLIYVKD 

SQENKKIKTSETSGYFLTPSETLINSIVSSNSDT 

ANSAFKASSGAIQFDSDIGEIGGI 

TVDQQILKNGTFNYGGPL I DSGLNKQWRYHYQ I D 

PKLVPYIGSIELHSYDFYGVSGFD 

KTYYPKNKVADLAI DKDGRGS I TSSNLNDL I VFN 

NALPETVG I RL VI KYNQS PNN I L T 

RNAEYDENGNLISNTTKVKEDFAFYGYLTDKNGG 

MIKNTFGSSIYYIQDLDKDGLTDN 

FEFHKSHTDPFNQDTDGDGKNDGDEVLRYGTSPL 

VGKPIADDITTEDTTVIGKVNLDF" 



180838. .181224 /locus-tag="SSP0159" 
180838. .181224 /locus-tag="SSP0159" 
/note="similar to 
gi 131616158 | gb | AAK3 8 83 4 . 2 | 
[Staphylococcus aureus], percent 
identity 45 in 111 aa, BLASTP E(): 
le-25" 

/ codon-start=l 

/transl-table=ll 

/product=" truncated 

biof ilm-associated surface 

protein" 

/protein-id="BAE17304. 1" 
/db-xref="GI : 72493983" 
/ translation="MKILDENGTLISIDTLNEDG 
TFSMQVPKLKPGTYTIAIESPNYT 
NDEVNTFKVIDIKEILKPSINPVNDQSKEIEING 
VEGSTIIIKDENNVIVGQTILNNG 
QTTSIINLKTIKSRNYFNSNSRKKWH" 
181259. .182392 /locus-tag="SSP0160" 
181259. .182392 /locus-tag="SSP0160" 
/note="similar to 
gi 131616158 | gb | AAK3 8 83 4 . 2 | 
[Staphylococcus aureus], percent 
identity 47 in 324 aa, BLASTP E(): 
2e-81" 

/codon-start=l 

/transl-table=ll 

/product=" truncated 

biof ilm-associated surface 

protein" 

/protein-id="BAE17305 . 1" 

/db-xref="GI: 72493984" 

/ translation="MTSRLAPTMKDFTSNDTQIT 

GESEPNSTVEITFPDGQKVTTTAD 

DQGHYIVD I PAGS LNNGGEVS AKAT DKAGNE S PK 

T I RN I VD E TAP MAP TMK D F T S 11 D T 

QITGESEPNSTVEVTFLDGQKVTVIADEQGDYIV 

DIPSGSLNNGGEVSAKATDKTGNE 

SPKTTKDVADETVPEAPKVDNVTSNDIQI IGKTE 

PHASVTIQFPNKQI ITGKADEQGD 

FSIGILSEIKLLGNEILI INITDKAGNISNKTSV 

IVIDKTEPNAPIVDELTDTDTI IT 

GQGEPNTKVI INLPNGKRITGRVNSHGKYEIKLP 

KDITLNINDKI SILLEDDSIRQLS 

ASMLSASIYRASEKWCHGFSDVPAETYIQSVTPY 

IISGLVSRK" 

182413. .182760 /locus-tag="SSP0161" 
182413. .182760 /locus-tag="SSP0161" 
/note="similar to 
gi 1300213 03 | ref | NP-832934 . 1 | 
[Bacillus cereus ATCC 14579], 
percent identity 52 in 109 aa, 
BLASTP E() : 2e-25" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17306 .1" 

/db-xref="GI : 72493985" 

/ translation="MGI I I I ILEI ILGIFFIMTG 

LKILSGAMKQEFAKLGYPPIFNKI 

TGLFELIGGIAMLVGIFYIPLAIFASILLALTML 



AGAGSLVFLGKDPIKKAIPAIVLF 
VLNLIILIYLLIV" 
complement (182981. .1834 /locus-tag="SSP0162" 

33) 

complement (182981. .1834 /locus-tag="SSP0162" 
33) 

/note="similar to 
gi I 569655 71 | ref | YP-1773 05 . 1 | 
[Bacillus clausii KSM-K16 ] , 
percent identity 47 in 137 aa, 
BLASTP E() : 4e-3 4" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17307. 1" 

/db-xref="GI : 72493986" 

/ translation="MSSKVMNWILTLCWGI I SL 

LSNWIGYSIMPLNALPGILSLMAI 

ALLGLILHDIVPFNIPSIAYIGITGLLLTIPGVP 

GAAHIVEWTEKVDLLSLATPWAY 

AGVSIGNSWADFAKLGWKTVWGIVILISTYIGS 

ALVAEIVLRIQGIV" 

complement (183439. .1842 /locus-tag="SSP0163" 

42) 

complement (183439 . . 1842 /locus-tag="SSP0163" 
42) 

/note="similar to 
gi I 56965570 | ref | YP-177304 . 1 | 
[Bacillus clausii KSM-K16], 
percent identity 56 in 260 aa, 
BLASTP E() : 4e-78" 
/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="BAE17308 . 1" 
/db-xref="GI : 72493987" 
/ translation="MEQQNNLWKDWRLHSIVLVI 
VIISEVIGAHKIPLGMTSILLLPV 
VY AVL L G L AVY F T P L I KHKQ AKN SEP MVF I S V AL 
LIAKFGVEAGPALPKI IAAGPALI 
LQEIGNLGTIVFSLPLAILLGLRRESIGMTHSIG 
RESNLALITEKFGIASPEWRGVMS 
MYIFGTIFGAIFFSIFSGI I ISILPLSPIAYAMA 
TGVGSGVMTAAALGPLLEMYPDQT 
STITAFSGVSNLLTSVTGLYVGMLIALPLTRKYY 
SLIMNIKNKFTKEQE" 
184429. .185598 /locus-tag="SSP0164" 
184429. .185598 /locus-tag="SSP0164" 
/note="similar to 
gi I 56962361 | ref | YP-1740 86 . 1 | 
[Bacillus clausii KSM-K16 ] , 
percent identity 38 in 382 aa, 
BLASTP E ( ) : 4e-6 7" 
/codon-start=l 
/transl-table=ll 

/product="putative permease of the 

major facilitator superfamily" 

/protein-id="BAE17309 .1" 

/db-xref="GI : 72493988" 

/ translation="MQHAYRQLILGMVCLFIVMA 

IGRFAYTPIMPFMQQTGHMDNQSA 

GLLATINYLGYLIGAIIPMWLVIVNKVTDLKIYL 



FINIISTLMMGLLDDFTVWTILRL 
I S G I T S G T VF VL AS N VAL E AL R VAKK D G I S G L L Y 
SGVGLGIFTSSIFIFIYTSADTWK 
MTWIVLSLFSLIMGSFVLFGMRENPITENEDSNS 
SNNTNNVAVKLKKKFIWGFSIAYF 
CEGAGYIITGTFFVAIVKSIPELADYAALSWMFV 
GLGAIPSTILWSMMANKLGHAKAI 
YLAFILQIIAVVLPVFSGSMMSLVISSLFFGATF 
LGLTTLFMSKAQTLMFESASKINL 
VASLTVIYSLGQMIAPAFSGVLIGESGNYNAALI 
FAAVILCIGLLSSFYSYRVTD" 
gene 185795 .. 186769 /locus-tag="SSP0165" 

CDS 185795. .186769 /locus-tag="SSP0165" 

/note="similar to 
gi | 4948496 4 | ref | YP-0 42185 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
84 in 322 aa, BLASTP E(): e-161" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17310 . 1" 

/db-xref="GI : 72493989" 

/ translation="MKENFWRELPRPFFVLAPME 

DVT DWF RHW SEAGRPDVFFTEF 

TNTESYCHE LTFTEDEQPIVAHIWG 

E LN 

MGCPVPNVATKGKGSGLIQRPEIAAEI IQAAKAG 

GIPVSVKTRLGYSE I DEWRDWLRH 

VFEQDIANLSIHLRTRREMSKVDAHWELIGEIKK 

LRDEIAPDTLLTINGDIPDRKTGL 

ELAEKYGIDGVMIGRGIFHNPYAFEKEPREHTSE 

ELLGLLRLHLDLFDQYTENEPRQF 

KPLRRFFKIYVRGIRGASELRHQLMSTNTTDDAR 

KLLDEFEAQTEQVK" 

gene complement ( 187067 .. 1882 /locus-tag="SSP0166" 

57) 

CDS complement (187067. .1882 /locus-tag="SSP0166" 

57) 

/note="similar to 
gi 1 16081118 | ref INP-3919 46.1 | 
[Bacillus subtilis subsp. subtilis 
str . 168], percent identity 46 in 
379 aa, BLASTP E(): le-92" 
/codon-start=l 
/transl-table=ll 

/product="putative permease of the 

major facilitator superfamily" 

/protein-id="BAE17311 . 1" 

/db-xref="GI : 72493990" 

/ translation="MDDLKNNYVKKGSQAYIKI I 

VALFISGFTIFSILYSVQPLIPHF 

TNAFNVS ETVAS LAL S AAT I TLAI AMLFFGAL SE 

VLGRKPIMIFSVISVSLLALVQPF 

ILDFNTFLIVRLIQGICLAGLPSIAMAYIGEEIS 

SHNLPEAMGIYISGNAFGGAFGRI 

FTGFISSIYGYQTGLISIGI ISVIAAILFTFLLP 

ASNHFEKQRFSVKALLVSYSKHLK 

NIRLLKPFMIGFLLLGCNIAAFNYIGFVLADEPY 

HLHDSVISFVYLLFLIGMISSILN 

AKLRAQLGTLNALKFSILLLIFGIWITLLPPLPF 



188370. .189257 
188370 . .189257 



189710. .190663 
189710. .190663 



190690. 
190690. 



191040 
191040 



KILGLAFSVYAFFSGHAIASAWT 
SRAEDHKAQASSLYLLFYYMGSSVGGTLAGIFYG 
AIQWPGWLMITAFMIIAFI IALT IKQK" 
/locus-tag="SSP016 7" 
/locus-tag="SSP016 7" 
/note="similar to 
gi | 16081119 |ref INP-3919 47.1 | 
[Bacillus subtilis subsp. subtilis 
str . 168], percent identity 32 in 
277 aa, BLASTP E(): 5e-40" 
/codon-start=l 
/transl-table=ll 
/product=" transcriptional 
regulator" 

/protein-id="BAE17312 .1" 
/db-xref="GI : 72493991" 
/ translation="MEWHHFEYFKQLAQTENMSE 
CAKMLNVSQSTLSRAIKNLEAELG 
IPLFNRVGRTIKLNKYGIAFLKTTNNI INEMDIY 
KSNVLDATNVYNGKLVIGFLHSVG 
VTYISEFLKSFNLAYPNIQLKLIQHDAKRLITML 
DDGEVDMI I TT I SETSQNTHFEPL 
IVEKLYVTLHEQHRLSHCSEIAIEALVNEKFILL 
KPNLLLRQQVDE I LKAYQFTPE I S 
FEGDEVITIATFISSGLGVSILPHLRDVRLPNLK 
QIPIKNHDAKRTIGLCYKNKSNKV 
PI INKTKKSLIEYFSKIQK" 
/locus-tag="SSP0168" 
/locus-tag="SSP016 8" 
/note="similar to 
gi I 26554099 | ref | NP-758 033 . 1 | 
[Mycoplasma penetrans HF-2], 
percent identity 23 in 296 aa, 
BLASTP E() : le-12" 
/codon-start=l 
/transl-table=ll 
/product="putative RNA binding 
protein" 

/protein-id="BAE17313 .1" 

/db-xref ="GI : 72493992" 

/ translation="MKRLLFFVIMVMFVLAGCGT 

ENDEARS ADKD S DKS KAT S KMKKF 

KIGQAVDADGVQVKLTKIEYVNDYDEYSAPENGK 

VIKVYLKFKNNNEDQVLMDSSDFS 

MKVNNENYQEWFGNDDTNAGFSHQLNKGNTGSGY 

ITYDVPDSDNYTLEMDATPKFNNV 

KAKWEIKKTDIKEASVANSNESNDEAETDTNVES 

EDSEEPKITDEDSEDTESEETGYS 

AEMYNAL VDE YNAL TDGE KMNHVD DDVLEIEYDQ 

LEARVDALYDKKMDEEDKALEEEM 

EQDEKEYEEEMEAIDKEYEEEMKKIEEEDTTDED 

TSEDDAA" 

/locus-tag="SSP0169" 
/locus-tag="SSP0169" 
/note="similar to 
gi I 2837956 7 | ref | NP-786 459 . 1 | 
[Lactobacillus plantarum WCFS1], 
percent identity 46 in 112 aa, 
BLASTP E() : le-23" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 



191299. .192045 
191299 . . 192045 



192302. .192763 
192302. .192763 



192923. .194566 
192923. .194566 



protein" 

/protein-id="BAE17314. 1" 

/db-xref ="GI : 72493993" 

/ translation="MNQNQTVRQTNRVAEMILGI 

LGSIFGILGGLFAIMLDGIGAEFG 

ATESGSITGLGIAVILTCI ITLVLSCI INKKRVL 

IGVLLLVGGILNIVFISFFGILSG 

I L I LVAG I L AL I RK " 

/locus-tag="SSP0170" 

/locus-tag="SSP0170" 

/note="similar to 

gi 1572 8532 4 | gb | AAW37418 . 1 | 

[Staphylococcus aureus subsp. 

aureus COL] , percent identity 68 

in 247 aa, BLASTP E(): le-98" 

/ codon-start=l 

/transl-table=ll 

/product="glycerophosphoryl 

diester phosphodiesterase" 

/protein-id="BAE17315. 1" 

/db-xref="GI : 72493994" 

/translation="MFTIYGHRGLPSKAPENTLA 

SYKKAADIPGLKWIELDVAITKDE 

QLVIIHDDFLDRTTDMTGEVTQLDYMDIKNASTG 

SWFGKAFEAERLPTFKDVIKMANE 

TQINLNIELKGVSGSNGTALSESMVTQVAEQLKE 

L D SN I E VL I S S FN VY LVKLAEALL 

PEYPRALIFKSAAFQGDWRTLLDFCGSNIVNIED 

AKLSQARVKMIKNAGYTLNVWTVN 

KSLRANQLANWGVDGIFTDHADDMIHLERP" 

/locus-tag="SSP0171" 

/locus-tag="SSP0171" 

/note="similar to 

gi | 57286554 | gb | AAW3 86 48 . 1 | 

[Staphylococcus aureus subsp. 
aureus COL] , percent identity 67 
in 147 aa, BLASTP E(): le-53" 
/ codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17316 .1" 
/db-xref="GI : 72493995" 
/ translation="MESNSNNNDYENLLFYFAYK 
TFINTADEI IEKYGLNRQHHRFLF 
FIEKVPGITIKDLLKSLEISKQGSHATLKKLKDE 
AYIIEKQTATDKRVKALYSTDKGT 
KLVRELNKKQNDMFQDIQKKVGNDWYAIMEELAS 
YRTGFQEVKYLKDDFNK" 
/locus-tag="SSP0172" 
/locus-tag="SSP0172" 
/note="similar to 
gi | 27469128 | ref | NP-765765 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 71 in 547 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
indole-3 -pyruvate decarboxylase" 
/protein-id="BAE17317. 1" 
/db-xref="GI : 72493996" 



/translation^' MKKRVGQYLMDC I S DVGVDK 

VFGVPGDFNLTFLDDI ISRDDMEW 

I GNTNE LNAS Y AADG YARMKG I AAMVT T F G VG E L 

SAVNGIAGSYAERVPVIQITGAPT 

RAVESAGKYVHHSLGEGNFDDYRNMYASITTAQA 

YITPENAQSEIPRVINAALYEKRP 

VHIHLPIDVANSEIDVATPFEIEQRPQTDVTKYM 

TMVKDKLQSADKPVI ITGHEINSF 

KLHEKLEQFVKQSQIPWQLSLGKGAFNETSPYY 

MG IYDAS LAEED I RNYVDQS DAI L 

NIGAKLTDSATAGYSYQFDIDDWMINHHHFKMN 

ETKDTEVSLVDLLDGLNAINYVNN 

AEFPKFKQPKAHDYDLTDEPLTQETYFKMMQDFI 

REEDVILAEQGTSFFGAYDLALKH 

NNKFIGQPLWGSIGYTLPATLGTQMADTSRRNLL 

LIGDGSLQLTVQEISTMIREKIKP 

IIFVINNDGYTVERKIHGENAMYNDIKMWDYKLL 

P T VFGGKDE VQ VH DVN T S E AF QKV 

LLQIEAQPDTMHFIEVKMGVHDAPHKLNAIGQAF 

AKQNG " 

gene complement ( 194711 .. 1949 /locus-tag="SSP0173" 

95) 

CDS complement (194711. .1949 /locus-tag="SSP0173" 

95) 

/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="BAE17318 . 1" 
/db-xref="GI: 72493997" 
/ translation="MFALSNACSNTSITWILCSN 
FWAAKSLFFCLMIWAIFKKSFSTL 
RTSKSFLTSTKTEFKSFTFSLCIMKMSAKHINHL 
SLFRYIEICQRYIVIL" 
gene complement ( 195140 .. 1963 /locus-tag="SSP0174" 

15) 

CDS complement (195140. .1963 /locus-tag="SSP0174" 

15) 

/note="similar to 
gi 12 746 72 89 | ref | NP-763926 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 60 in 384 
aa, BLASTP E ( ) : e-132" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17319 .1" 

/db-xref="GI : 72493998" 

/ translation="MTNGLYLDCHAGIAGDMLLS 

S LVDLGADVDYVHQHL L S LP L DQF 

SLNFAKKNKQGIQAMGLTIDFEEAHHHRKASDIF 

NMINESTLPNRVKERSMLIFDVIA 

QAEAK I HGMK I E DVHFHE VG AMD SIIDIIGSCLA 

LEDLGIDEIKSSPVPTGNGKIKIA 

HGIYPIPAPATAEILKDIPLATFDVQSELTTPTG 

AAFIKALATHIGPLSAVSMSNIGY 

GCGTKDFEFPNVIRAIQYTATETTPNQVQVLECQ 

IDDMTPETLGYFIEQVINEGALDA 

FYTPITMKKSRPATQLTVISSVTQAKEFEDFILK 

HTTSLGVRSYAVNRKILHRQFQTI 

HTTYGAILVKLAMKDNKIIKAKPEFEDVKNAALH 

S GQ S F TNVYND I QNEVRKH I Q I D " 



gene complement ( 196333 . . 

91) 

CDS complement (196333. . 

91) 



gene complement ( 197113 . . 

37) 

CDS complement ( 197113 . . 

37) 



gene complement ( 197953 . . 

15) 

CDS complement ( 197953 . . 

15) 



1970 /locus-tag="SSP0175" 

1970 /locus-tag="SSP0175" 

/note="similar to 
gi | 2 7467290 | ref | NP-763927 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 68 in 251 
aa, B LAS TP E ( ) : e-102" 
/ codon-start=l 
/transl-table=ll 

/product="putative NCAIR mutase" 

/protein-id="BAE17320 . 1" 

/db-xref="GI : 72493999" 

/ translation="MVEKYDAIEQLLKAVHANEL 

SVDDAKDQLNHYDELGFAKIDLHR 

TQRQGFPEVIFGEGKTKEQLHDIVHTLIKHDS IV 

LITRIDQEKADHITAKYDQLEYHE 

TARIVSTPIKHIAKTNHYASI ICAGTSDLPVAEE 

AAI T AE VMG I Q VQRF Y D VG VS G I H 

RLFAH I E S I RQ S KVS VWAGMEGAL S SWAGLVD 

HPVYAVPTSIGYGANLQGVTTLLS 

MVNSCAPGTSVLNIDNGFGGGYNAAMI INMIESH 

1979 /locus-tag="SSP0176" 

1979 /locus-tag="SSP0176" 

/note="similar to 
gi I 27467291 | ref | NP-763928 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 67 in 272 
aa, BLASTP E() : e-105" 
/codon-start=l 
/transl-table=ll 

/product="ATP-utilizing enzyme of 
the PP-loop superfamily" 
/protein-id="BAE17321 . 1" 
/db-xref="GI : 72494000" 
/ translation="MLTEMITKEQKLETILKDMN 
SVIVAFSGGVDSSLVLKKAIDVLG 
HDHVKAVIVKSELTRNEEFDQAIALAHQLNAQVI 
ETEIEALKDPHIVENTPDSWYYSK 
RLLYSKLEALRAQLNFNYVADGMIMDDINDFRPG 
LKARTEFNVRS ILQEAELFKSDVR 
AMSKSNHLPVWNKPALCSFASRIPYGEPLSISKI 
NKINEAEKFILALGLNHVRVRYHQ 
NIARIEVNDADIPSVIHNKDQITVYLKELGFDYV 
TIDLEGYRTGSMNEVIDTHHTH" 
1992 /locus-tag="SSP0177" 

1992 /locus-tag="SSP0177" 

/note="similar to 
gi | 2 7467292 | ref | NP-763929 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 72 in 419 
aa, BLASTP E ( ) : 0.0" 
,/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 



/protein-id="BAE17322 .1" 
/db-xref="GI : 72494001" 
/translation^' MKTS ILYGKSNVEIDLPDHS 
VLIEPTDIDALDDDTNAIRNALAD 
PIGTKPLNEMVSANQTVAIVISDITRPTPNHILV 
PLILETLSHVPPENFVIINGTGTH 
RDQTQEELIQMLGKDWDQIKIVHNHCNDKDTLS 
KVGHSKYGCDVYLNKDYVEADFKI 
VTGFIEPHFFAGFSGGPKGIMPGIAGIETIMTFH 
NAKMIGDIRSTWGNMTDNPVQDMT 
RE INAMCKPDFMLNVTLNKEKE I TAVFAGEL YEA 
HDKGCAYAKAHAMFKCDNRFDWI 
ASNSGYPLDQNLYQTVKGMSAAHKWKEGGS I IM 
L S EC S DGYPNHGNYAK I L KMAD S P 
QGLVDMISDPNFAMLDQWQVQKQAVIQTFADVYL 
YSKLTDKQTTDAMLHPAHEINNTL 
KELETKYGTDMTIGVMPLGPLTIPYVES " 
gene complement ( 199279 .. 2004 /locus-tag="SSP0178" 

36) 

CDS complement (199279. .2004 /locus-tag="SSP0178" 

36) 

/note="similar to 
gi 150122 493 | ref | YP-05166 0 . 1 | 
[Erwinia carotovora subsp. 
atroseptica SCRI1043], percent 
identity 48 in 371 aa, BLASTP E(): 
le-96" 

/ codon-start=l 
/transl-table=ll 
/product="glycerate kinase" 
/protein-id="BAE17323 .1" 
/db-xref="GI: 72494002" 
/ translation="MTIVLAPDSFKGSMSATEVA 
RYMSKGISDIFPEADIHTLPVGDG 
GEGTMEALVNATNGTFTTLNVTGPLGDTVSAQYG 
VLHDKET '"I El IAEA, 'PDN 
ALNVMQATTYGTGELILDALDSGYTQFILAIGGS 
ATNDAGAGMLQALGAKLLDQHHHE 
VDLGGGNLHKIQHIDLSHFDARINQCNFTIATDV 
QNPL IGTNGAS YVFGKQKGATE S D 
LKQLEHNLTHWADLVAHKKSIRLHDLPGAGAAGG 
LGGAFKAFFPSHFEDGIQWIDYI 
KLDQYLENADLVITGEGKIDFQTLYGKTPMGIAK 
YANRYNVPWF I GG S I DVD IDQFK 
DMGVIGAFSLTDGPMSLEETINQSEKLVKKTTQN 
IVSLFFHESAILSKFSE" 
gene 200430 .. 201647 /locus-tag="SSP0179" 

CDS 200430. .201647 /locus-tag="SSP0179" 

/note="similar to 
gi I 520 7850 7 | ref | YP-077298 . 1 | 
[Bacillus lichenif ormis ATCC 
14580], percent identity 31 in 363 
aa, BLASTP E(): 3e-41" 
/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE17324 . 1" 

/db-xref="GI : 72494003" 

/ translation="MSYAILLVNDFIWLFYYID 

LILLKIGLKYTKMMLLICMKMIGD 

KMMNVLTDELAALIVEETVKRTNSNINIMNFNGE 



I IASFDKRRIGQVHEGARKVLASG 

DIVILSEEETSYLQGTQPGINLPI IFQDNWGVI 

GITGDP S ALVHVADLVKMS TE L L L 

YQNYFTYELEGQLRSQELLIEELLKSEPSQSFIQ 

YLTKQLNVAFLTYRKCI I INLEKQ 

IFSRSSIVQRLAKIMDKATFAVAFTNYNHIVILA 

TDELQDELNQKIYRIHQVFTSLNL 

DVRIASSLVFTSLNDFKNAYEECELVFMLNEENV 

SFASFEDVEEKTLLYQINEEIRER 

YKKRILGELDNQSIETLKSLFENDLNIAQTAKYL 

YIHRNTLLYRLEKCKLQTGLNPKK 

YSDAIKLQIALWC" 

gene 202685 .. 205318 /locus-tag="SSP0180" 

CDS 202685. .205318 /locus-tag="SSP0180" 

/note="similar to 
gi | 274690 78 |ref INP-765715. 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 73 in 871 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 
/product="phosphoenolpyruvate 
synthase" 

/protein-id="BAE17325. 1" 
/db-xref="GI: 72494004" 
/ translation="MTKYIYAFDEGQKSMKDLLG 
GKGANLAEMKRLGLPVPDGFTITT 
EACIEYLNNHSKLPDLLLKQLDVELDALSKRIQK 
SFSDDGALLLVSVRSGAKISMPGM 
MDTILNLGLNDENVKKLANKTNDSRFAYDCYRRL 
LQMFGQWYGIPMSSFDTYFDQYK 
TQHHYESDAEIPAEGLKEICEHFKAVYLDEAYKP 
FPQEPIDQLTEAIEAVFKSWDNDR 
ARVYRQLNEIPHDIGTAVNIQEMVFGNSGEKSGT 
GVAFTRNPITGEAKLFGEYLLNAQ 
GEDWAGIRTPKDIETLKEQMPHVHEQFVKVSTQ 
LETHYKDMQDIEFTIENENLYILQ 
TRSGKRTANAA IHIAVDLVEEDVI SKE KAVMNVE 
VKSIDQLLHPNFDEQSLKQTSVIT 
KVGLPASPGAASGAIVFSAEMAKQQAEQGNKVIL 
MRPETSPEDIEGMVASEAIVTTHG 
GMTSHAAWARGMGKCCVTGCSDLEINITDKVVH 
YKGGSLYEGDI I SVDGAKGDI YFG 
EVE T I Q AE R S H AF EKFMQWSEENARL D VRMN AE T 
AQDIQAGYQFGAKGIGLVRTEHMF 
FAPERLIEMRRFILFDTQDKRIAALNTIKQYQKN 
DFEEILKLSGERPTI IRLLDPPLH 
EFLPNSNNEKATVAEQLNVTIKELDQYIESLNEV 
NPMLGHRGCRLAITYPELYIMQAE 
AIIESALELKAQGVSCQPEIMIPLVSTVAEFTTL 
KAQIISRIETLQQEAKEHIHYMIG 
TMIETPRACLIASELAKECDFFSFGTNDLTQLTF 
GFSRDDAGTFIGTYSELGILEHDP 
FQTLDVEGIGELIKIASQQAKSANPDITIGVCGE 
LGGDHKSIQYFNQLDIDYVSCSPF 
RVPGALLSTAQSEVEGGRLHV" 
gene 205311 .. 206126 /locus-tag="SSP0181" 

CDS 205311. .206126 /locus-tag="SSP0181" 

/note="similar to 
gi | 27469077 | ref | NP-765714 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 74 in 262 



aa, BLASTP E(): e-108" 

/codon-start=l 

/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17326 .1" 

/db-xref="GI : 72494005" 

/ translation="MFDDQQAPQLRLFVI SDS IG 

ETAQRMIHATLTQFPDISQIEIKK 

YPFIKNEEELMHILNRAKELNAVWTTLVNPDFN 

I AGQHLAKKLQ I P Y I DYMSDL I G I 

IQQQTQCNPILESGALRKLDENYFKRIEAMEYAV 

KYDDGKHFTDIGEADALIVGVSRT 

SKTPLSMYLANKGYKIANIPLVLEVDIPDEVFKH 

KHLKVFGLTASPDYILNIRNERVK 

ILGLSGPSNYNSMDRIREELIHAEEVFEKLNATV 

INTEYKSIEESAFYIEKCL" 

gene complement ( 206311 .. 2071 /locus-tag="SSP0182" 

74) 

CDS complement (206311 . .2071 /locus-tag="SSP0182" 

74) 

/note="similar to 
gi 1274686 86 | ref | NP-765323 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 43 in 284 
aa, BLASTP E ( ) : le-66" 
/codon-start=l 
/transl-table=ll 
/product="f errichrome ABC 
transporter" 

/protein-id="BAE17327. 1" 

/db-xref="GI: 72494006" 

/ translation="MMTFEFKHDLGTSELPEDIT 

S AVAL E F S FVD ALVAL DIDVKGIA 

DDGDSTNLTSPLREAVGDYVSVGTRLDPDFESIR 

SSAPQLIIGDSDRHKEIYEELSEI 

APTILFKSFDAGYQETLEVFQRIGTAVSKSKDAK 

ERLDRHQALVNDFNNQI S I DENKE 

TLAAWSEQGVTAHSNSTYVGEFLTKLGFATALN 

DKVADTLPAYRESDYLEMSYEQLA 

NVNPERLIVMVEDDNDKDLNKLQNSNQWDDLEAV 

KSQRVHFVSRDDWAKLRGLIASED 

IVETLANLNEA" 

gene complement ( 207283 .. 2078 /locus-tag="SSP0183" 

28) 

CDS complement (207283 . .2078 /locus-tag="SSP0183" 

28) 

/note="similar to 
gi 130020510 | ref | NP-832141 . 1 | 
[Bacillus cereus ATCC 14579], 
percent identity 42 in 182 aa, 
BLASTP E() : 5e-39" 
/codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE17328 . 1" 

/db-xref="GI : 72494007" 

/ translation="MYNIQSIVAKNIADYRKKHQ 

LSLDKVANATGVSKNMLSQIEKGQ 

SNPTITTLWKIANGLHISLSQLTSTSNDTIDFID 

ESDIIPLIDKEVSIYPYFPYDENK 



207922. .209106 
207922. .209106 



209327. .210811 
209327. .210811 



210972. .212357 
210972. .212357 



KFEMFKMEIQPGGKMHSDPHHPGSEEYI IVNDGV 
LEIEVDGKQYTINHHQAFRFNSDL 
PHSYFNPGTSIVALTSTMYYQ" 
/locus-tag="SSP0184" 
/locus-tag="SSP0184" 
/note="similar to 
gi I 1680 0 015 | ref | NP-4702 83 . 1 | 
[Listeria innocua Clipll262], 
percent identity 41 in 381 aa, 
BLASTP E() : 2e-79" 
/codon-start=l 
/transl-table=ll 
/product= "putative transporter" 
/protein-id="BAE17329 .1" 
/db-xref="GI : 72494008" 
/ trans lation="MENYRKIKPFNWLLFIGILL 
VGANLPAP I T S I GVALP D I KADL A 
MSNSAVSVITVVPLLAFAVISLFAARTSNQFGLE 
KTIFLALCLIFIGIIVRSMTEISW 
LYIGTVLIGIGIGFGNVLAPAVIKAKFPLHIGIM 
TGYYTWMNVFGGLSSYGTAPLLK 
SFHYNVAISLIDIVTLVTI I IWSFQLKGKQEMAT 
ALPRKSVNVWKSP I S WQ I T I LMGG 
QSLIFYSLINWMPAYLSQSGMSISEAGVYLSVLQ 
ISIIPFTFITPIFATKMKSQFTLT 
FVTGLLFIAGVIIMLCVPQLAI ISTILIGVAGGI 
AFGLVNTFFSLRTEHSQTAAKLSG 
MAQSIGYLFAAMGPLLFGVLHDMTGTWIASLSIL 
LFTAVIITLFGSQAGRNRTIEQSL QK" 
/locus-tag="SSP0185" 
/locus-tag="SSP0185" 
/note="similar to 
gi | 49483510 | ref | YP-040734 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
56 in 494 aa, BLASTP E(): e-168" 
/codon-start=l 
/transl-table=ll 
/product="putative cardiolipin 
synthase" 

/protein-id="BAE17330 . 1" 

/db-xref="GI : 72494009" 

/ translation="MQLIFDPGVSPIYRGVLAFF 

FVINVILAFVIVFLDRDRRDATAT 

WAWLFLLFVMPVLGFFIYIFFGRGIRKKRERGFA 

HNQIEDGMKRVQAQLQDSTNKISD 

SDNPIVRKHRDIATTLLTKEPSFLSNDNNIDIYT 

DGHDLFSQMKEDLRNAKTYIHMEY 

YVLNLDGLGTEI INILEQKAEEGLEVKLLYDAVG 

SKSVHKSKFKKFRENGGQVEAFFQ 

AKIPLINFRVNNRNHRKIWIDGMTGYVGGFNVG 

DEYLGLNDKFGYWRDTHLRVRGDG 

VDALQLSFIHDWNSQAKREQLEYNMKYFPDNAYQ 

GGNVSMQLALSAPSDNWHQIEFGY 

MKMIMNAKSSIYMHSPYFIPDKGYINALRIAAKS 

GVDVRL IIPNKPDHI FVYWAT ITS 

VAQLIRDGVKVYTYENGFIHSKMMI IDDEVASVG 

SSNMDIRSFELNFEVNAFMYDEQI 

TKQLKAAFLEDLKVSKELTEERYNQRSNWIKFKQ 

SIAKLASPIL" 

/locus-tag="SSP0186" 

/locus-tag="SSP0186" 



/note="similar to 
gi 152078919 | ref | YP-0 77710 . 1 | 
[Bacillus lichenif ormis ATCC 
14580], percent identity 43 in 453 
aa, B LAS TP E ( ) : e-104" 
/codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE17331 . 1" 

/db-xref="GI : 72494010" 

/ translation="MQRDSNLYIYRQLYTQLKED 

ILAFKYNSHEKLPSKRVMSKHKDI 

SINSVKAAYEQLLAEGYIYTQERKGYYIEPIDKL 

I IENDKQPSLETYHEHTATEFEYS 

FSHMSTDI SEFPVDTWTKMMKQVFQNYDHYLS S I 

PEVKGPMELRQSIAKLISYQRGIH 

CHPEQIVIGSGTNALLTKLIELMTKNITIAVEDP 

GYSRFRTLLEQTRIHMEPIALDRK 

GISLEGIKDIQPNAVIVTPSHQFPIGTIMPVSRR 

IDLLNWASKTHSYI IEDDYDSEFK 

YETDNIPSLFSFEKNESVIYLGTFSKTLMPSIRM 

SYMILPTKLVRQFELQNQNTIPDY 

SMLNALTLNLMIKEGHYEKYIKKMHQLYGKKREN 

L I AH L S MAF G E H I Q I K D T Q AG L H F 

1 1 EVN S P Y S YEEIET RAKEQ KLELYTINRFKVKA 

LQKNNGPKILI IGFSKIEQNHIPE 

AVQRLKSVLIE" 

gene 212461 .. 213774 /locus-tag="SSP0187" 

CDS 212461. .213774 /locus-tag="SSP0187" 

/note="similar to 
gi I 52078920 |ref | YP-0 77711 . 1 | 
[Bacillus lichenif ormis ATCC 
14580], percent identity 63 in 426 
aa, BLASTP E() : e-153" 
/ codon-start=l 
/transl-table=ll 
/product=" 4-aminobutyrate 
aminotransferase" 
/protein-id="BAE17332 .1" 
/db-xref="GI : 72494011" 
/ translation="MSEKYEYYKTQREKYVARGV 
GNGNLHVADEAQSATVKDVEGNVF 
IDFAGAIGTLNVGHSHPEITKHLKAQLDKFIHPG 
FNVIMYESYLNLAQKLTEITPGHF 
DKKSILLNSGAEAVENAVKIARKYTGRQAWSFV 
RGFHGRTNLTMSMTSKVKPYKLGF 
GPFAPEVYQAPYPNISEKSEDLSDELYTQHI INK 
LHDFFIETVDPSEVSCIVMEPVQG 
EGGFIIPDI QFVKAVKQ ICEDNGIVFVADEIQSG 
FARTGKTFAIEHFDVEPDLITVSK 
SLAAGFPLSGVVGRKEIVDSASPGELGGTYAGNP 
LACEAALKVIEIIENEDLNGKAEQ 
LGHQLEAYLTALSQDYEQVKAIRRLGAMVAFEW 
DPETGEPDKALTAKI IKTANEKGL 
LLLSAGIKGNVIRFLPPLVITDQELNKGLNILTE 
VFEKAIEKQTN" 

gene 213864 .. 215243 /locus-tag="SSP0188" 

CDS 213864. .215243 /locus-tag="SSP0188" 

/note="similar to 
gi | 16077459 | ref | NP-3 8 82 73 . 1 | 
[Bacillus subtilis subsp. subtilis 



str. 168], percent identity 55 in 
457 aa, BLASTP E(): e-149" 
/codon-start=l 
/transl-table=ll 

/product=" succinate- semi aldehyde 

dehydrogenase" 

/protein-id="BAE17333 .1" 

/db-xref="GI : 72494012" 

/ translation="MTKLEVINPATNEVLERLDY 

ATHEQ INHQ I KQAHQAFQNWKKVD 

AHERSAKLAQWAQLIDDHQDELARLITLEGGKPL 

AE AKGE VAYAN S YVKWYAE EAKRV 

YGRTI PAN SPSKKIVIDKF P VG WG A ITPWNFPA 

AMI TRKMAPAL AAGC T I ICKPAVK 

TPLTTIKLVELAHQAGFPKDAISYI IASGKDAGD 

IFTNHSLISKVTFTGSTAVGKSLI 

E S S AQQVKNVT ME L GG L AP L I VHN DAD I EAAVDG 

TIASKFRNAGQTCICANRIYVHED 

IAEAYNEKLIEKVHALSVGDGLKEEVKIGPLIDN 

QAVEKVLTHIKDAQEKGGQLSRSI 

EDIQALGGNFLKPWITNANLDMKAMHEETFGPV 

APVMTYSDLDEVINIANDTEFGLA 

SYFFTNDYRTGLKLFNELEYGVIGWNDGGPSAAH 

APFGGLKESGYGREGGVEGIEPYL 

ETKYLSIQE" 

gene 215426 .. 216823 /locus-tag="SSP0189" 

CDS 215426. .216823 /locus-tag="SSP0189" 

/note="similar to 
gi I 52078921 | ref | YP-0 77712 . 1 | 
[Bacillus lichenif ormis ATCC 
14580], percent identity 66 in 451 
aa, BLASTP E() : e-179" 
/codon-start=l 
/transl-table=ll 

/product="putative cationic amino 
acid transporter" 
/protein-id="BAE17334 . 1" 
/db-xref="GI : 72494013" 
/ translation="MKSQFNKSMNIVDVLFLAIG 
AMLGWGWWL S GEWVSAAGF I G S I 
VAFLIGGLLVIVIGLTYAELASAIPETGGGFVFV 
KKAFSPGIAFISGWSVLFGYVSVI 
TFEAVALPTVIDYVIPFKHHGFMWNIAGWDVYLT 
WVLIGSIGSIVLTSLNYFGVKPAA 
IMQTVFTIFIVAVGLLLVFGAGFNGNFSNLKPFE 
NGVGGTMSVLMMIPFLFVGFDVIP 
QIAEEVKAPSKKIGGILILSI IASVIFYLLIVFG 
VATGL SP S ALN T S S L AT ADAMVNL 
FGHSGFGVLLVLGGVAGI ITSWNAFI IGGSRILY 
AMAKNKMIPQWFAYIHPKFKTPTH 
GILFLGVLAFVAPLLGRPALSWIVNAGGIGWLG 
YLLVAISFLKLRKTHPNLERPYRI 
KNGQIVGIIAVILSILFIVIYLPGMPSSLAWPSE 
WLIVLVWYLIAGVLYLTQKRKTTE 
DAYVSIQGDKQSDYQ" 
gene complement ( 216901 .. 2179 /locus-tag="SSP0190" 

08) 

CDS complement (216901 . .2179 /locus-tag="SSP0190" 

08) 

/note="similar to 
gi I 15615816 | ref | NP-2 4412 0 . 1 | 
[Bacillus halodurans C-125], 



percent identity 58 in 327 aa, 
BLASTP E() : e-101" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17335. 1" 
/db-xref="GI : 72494014" 
/ trans lation="MKNHLHRWVIEALSFMALGL 
FGSLIIGLILETIGNQTLIPQIDL 
SFLSEIGKVAMSVTGAAIGVAIAYGLGAKPLVIF 
SCVIVGTLGYTTFGGGAVGAYIAT 
LIWELSRFYASKTKIDI IVTPLLTIVIGGAIAK 
LFGPALNEFMTGLGKVI I VATEQQ 
PLIMGILVSVLFGLALTAPISSAALALMLDLSGL 
AAGAAT I GCAAQMVGF AVNG YKDN 
GWSGILSIGIGTSMLQVPNIIKHPMILVPPTIAS 
AWAP VMT T L F PMTNN AAG AGMG T 
SGLIGQIMTINTMGGSLQTWLLI I IFHI ILPAVI 
SFALYKYFFKKQWIMPGDQLIHVA N" 
gene complement ( 218088 .. 2189 /locus-tag="SSP0191" 

78) 

CDS complement (218088 . .2189 /locus-tag="SSP0191" 

78) 

/note="similar to 
gi | 49484802 | ref IYP-0 42 02 6.1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
75 in 296 aa, BLASTP E(): e-122" 
/codon-start=l 
/transl-table=ll 
/product="f ructose-bisphosphate 
aldolase class I" 
/protein-id="BAE17336 .1" 
/db-xref="GI : 72494015" 
/ translation="MNQEQFDKVKNGKGFIAALD 
QSGGSTPKALRDYGVTEDQYDSED 
EMFKLVHDMRTRIVSSPSFSSDKIVGAILFEQTM 
DREVEGKHTADYLADKGWPFLKI 
DKGLDEQKDGVQLMKPMPELDDLLNRANKHKIFG 
TKMRSNILELNKDGIDLWKQQFD 
VAKQIIAAGLVPI IEPEVNINAENKEEIEAYLTD 
SILEELNKLNDDQLVMLKVTIPTK 
ANQYQSLINHPNWRWALSGGYSREHANEVLKQ 
NKDLIASFSRALINDLNVNQSDEE 
FDKILGETVES IYDASVNKN" 
gene complement ( 219104 .. 2198 /locus-tag="SSP0192" 

26) 

CDS complement (219104. .2198 /locus-tag="SSP0192" 

26) 

/note="similar to 
gi | 52 42 452 2 | ref | YP-0 8 7659 . 1 | 
[Mannheimia succiniciproducens 
MBEL55E], percent identity 36 in 
244 aa, BLASTP E(): 3e-37" 
/ codon-start=l 
/transl-table=ll 

/product=" putative SAM-dependent 
methyltransf erase" 
/protein-id="BAE17337. 1" 
/db-xref="GI : 72494016" 
/ translation="MEKSKI INYWDKRAESFSKN 



KLAELESTHAQKWIEEINNINPIQ 
PGMKILDIGTGAGFLAILCGNLGSDVTGIDLSPE 
MI QS AKQNAE S HHQDI HFQVMDAE 
SLQFNDETFDMVISRNVTWLLPNTKAAYQEWLRV 
LKPNGKLINIDANYGNDSFTDYKS 
LNTEHAHHTLGKDMLAESEAIKQNIPINHQPRPQ 
TDMDILKSLGFDHIHLDTEIYLRM 
YSEQDEFYNPTPIFLISVTKSY" 
220311. .221933 /locus-tag="SSP0193" 
220311. .221933 /locus-tag="SSP0193" 
/note="similar to 
gi | 4574118 | gb | AAD23898 . 1 | 
[Staphylococcus xylosus], percent 
identity 89 in 540 aa, BLASTP E(): 
0.0" 

/ codon-start=l 

/transl-table=ll 

/product="choline transporter" 

/protein-id="BAE17338 . 1" 

/db-xref="GI : 72494017" 

/ translation="MKKNKVMDWTTFIGSSVILL 

IAVIPMMVFPKASQEVITKMNDAV 

S SALGSVYLF IGLAILI FVL Y I AFGKYGNVTLGK 

ATDKPEFNNFSWAAMLFCAGIASD 

ILYWGIIEWAFYYQDPPHGGKGMTDSALNYATMY 

Gl-IFHIvGP I AIv ATFVLPALC I GYLL 

FVKKKPIYKVSQTLRPILKGQTDGLVGKIVDI IF 

IFGLLGGAATSLALGVPMITAGIE 

RLTGI DGDNMLMRGAI LFLVTAI F AY S S Y S GL KK 

G I KVL S DWNV ILSFVLLGFVLIVG 

PTVFIMETTITSMGNMIKNFFEMATWLEPFGGIG 

GRKETNFPQQWTIFYWSWWIVYAP 

FIGLFIARISKGRTLKEWLGTI IYGTLGCMLFF 

GIFGNYAVFLQISGQFDVIQNLNT 

HGTEATI IEVLHQLPFHNI I IVLFMLSAVLFLAT 

TFDSGSYILAAASQKKVIGEPLKA 

NRLYWAFALCLLPFALMLVGGEKALEVLKTAALL 

ASVPVLWFVMMMVAFMRTLNEDR 

LKLESRADKYREVERRSLRITQVREQKEDDNL " 

complement (222103 . .2226 /locus-tag="SSP0194" 

63) 

complement (222103 . .2226 /locus-tag="SSP0194" 
63) 

/note="similar to 
gi|4574119|gb|AAD23 899.1 | 
[Staphylococcus xylosus], percent 
identity 88 in 186 aa, BLASTP E(): 
2e-90" 

/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17339 .1" 
/db-xref="GI : 72494018" 
/ translation="MAHSNNPEHQLDEAKDIVIN 
AIGETMDLYGINRSVGNLFGTMLF 
EDSMTLDEMREQLQMSKPSMSAGVKRLQEFDIVK 
QQFTRGSRKQHFIAEKDFFNFFSN 
FFTRKWRREIVINAEAVHDAVAILNKI INDESTD 
AAIKTEANETKQQLIDTLPYYEWL 
DHLSDALESGEIFKYFPIPENNYKED" 
222866. .224359 /locus-tag="SSP0195" 



CDS 



222866. .224359 



/locus-tag="SSP0195" 



/note="similar to 
gi | 457412 0 | gb | AAD23900 . 1 | 
[Staphylococcus xylosus], percent 
identity 92 in 497 aa, BLASTP E(): 
0.0" 

/codon-start=l 
/transl-table=ll 

/product="glycine betaine aldehyde 

dehydrogenase" 

/protein-id="BAE17340 .1" 

/db-xref="GI : 72494019" 

/ translation="MELVNQLSRRQYIDGEWVDS 

SNQTTRKI INPFNQEVIFEVAEGT 

AEDSERAILAARRAFEKGEWSLETSENRGKKVRA 

IADLIVTHREELARLETLDTGKTL 

EESYADMDDIANVFNYFAGLADKDGGELIDSPIP 

NTESKVIKEPIGWTQITPWNYPL 

LQAS WKLAPAL ATGC S LVMKP SEITPLTTI RVFE 

LMEEVGFPKGVINLVLGKGSEVGE 

PLSAHKEVDLVSFTGGIKTGKHIMKQAADHVTDV 

ALELGGKNPNVIFDDADFDLAVDQ 

ALNGGFFHAGQVCSAGARI IVHNDIKEKFEAALI 

ERVKNIKLGNGFDSETEMGPVI SA 

EHRE] LCD 

GFFFEPTVITNCDTSMRIVQEEVF 

GPWT IEGFSTEAEAI ELANDS I YGLAGGVFTQD 

IGKAERWNKLKMGTVWINDFHPY 

FAQAPWGGYKQSGIGRELGKEGLAEYQVEKHILR 

NTNPEPVNWFGKA" 



/note="similar to 
gi | 4574121 | gb | AAD23901 . 1 | 
[Staphylococcus xylosus], percent 
identity 95 in 560 aa, BLASTP E(): 
0.0" 

/codon-start=l 
/transl-table=ll 

/product=" choline dehydrogenase" 

/protein-id="BAE17341 .1" 

/db-xref="GI : 72494020" 

/ translation="MKQSYDYI I IGGGSAGSVLG 

SRISEDVSNNVLVLEAGRSDYPWD 

LLIQMPAALMYPAGNKLYDWIYETTPEPHMDGRK 

VGHARGKVLGG S S S I NGMI YQRGN 

PMDYEKWAKPEGMDSWDYAHCLPYFKRLEKTFGA 

TKDDQFRGHHGPIKLRRGPADNPL 

FQAFFDAGVEAGYNKTPDVNGFRQEGFGPFDSQV 

HNGRRVS AS RAYLHP AMKRKN L E V 

QTRAFVTKLNFEGNKVTGVTFKKNGREHTVNAKE 

VILSGGAINSPQLLQLSGIGDSEH 

LRSLGIEPRIHLPGVGENFEDHLEVYVQHACKEP 

VSMQPSLNKLKMPFIGLQWIFGRK 

GAAASNHFEGGGFVRSNEDVDYPNLMFHFLPIAV 

RYDGTKAPAAHGYQVHVGPMYSNS 

RGHLKIKSKDPFVKPDFVFNYLSTEEDKREWVEA 

IKVARNILGQKALDPYNGGEISPG 

PEVQTDEEIIEWVKRDGETALHPSCSCRMGPASD 

EMSWDPETFKVHGMENLRWDAS 

VMPRTTNGNIHSPVLMMAEKAADI IRGKKPLDPE 

Y I DF YRHGVHDKDAGT I K " 



gene 
CDS 



224416. .226098 
224416. .226098 



/locus-tag="SSP0196" 
/locus-tag="SSP0196" 



226149. .226304 
226149. .226304 



226447. .227334 
226447. .227334 



227460. 
227460. 



227780 
227780 



227804. .228217 
227804. .228217 



/locus-tag="SSP0197" 
/locus-tag="SSP019 7" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17342 .1" 
/db-xref="GI : 72494021" 
/ translation="MYLLLSLTADKGLDFVGSFF 
VHVRLTLPFLILKAFTSSFSTDAR ITHCYVT " 
/locus-tag="SSP019 8" 
/locus-tag="SSP019 8" 
/note="similar to 
gi 148870927 | ref | ZP-0 03236 44 . 1 | 
[Pediococcus pentosaceus ATCC 
25745], percent identity 57 in 288 
aa, BLASTP E ( ) : 8e-92" 
/ codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17343 .1" 
/db-xref="GI : 72494022" 
/ translation="MELRTLRYFWTVAEEHAI SK 
AAAVLNITQPTLSRQMHDLEIELG 
VELFYREN KG IMLTEEGIFLKNRAEEILSLTNQT 
QQEFENKKQQAL SGH I T I GC VE AD 
NSDTLAMI LEEMVREHPL I TFHIVSGIGSEI SER 
LDKGLLDIAILIEPIAMEKYEQVP 
LPRPERWGLLVSEDSPFRGQSSIHPGDLKKTKLL 
MSRRPENQKMI SEWSQIAVNDLQV 
IGTYNLIFNIFS L VRNNVG S AWI EGVT SNRN L D 
NLAFIPFKPELYTHCVLVWKKSRI 
QTPILKNFIKRFKEMNHPQ" 
/locus-tag="SSP0199" 
/locus-tag="SSP0199" 
/note="similar to 
gi I 48826012 |ref I ZP-0 02 8 72 41 . 1 | 
[Enterococcus f aecium] , percent 
identity 79 in 104 aa, BLASTP E(): 
4e-43" 

/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE173 44 . 1" 
/db-xref="GI : 72494023" 
/ translation="MAKKQTAGRDNLGSFAPKFA 
ELNDDVLFGEVWSRESELSPYKRS 
LITITALITGRNFEQLTAHLKIGKENGVTKEEVA 
EIITHLSFYVGWPKAWSAFNIAKD IYND" 
/locus-tag="SSP0200" 
/locus-tag="SSP0200" 
/note="similar to 
gi 148826013 | ref | ZP-0 02 8 72 42 . 1 | 
[Enterococcus faecium] , percent 
identity 70 in 134 aa, BLASTP E(): 
4e-55" 

/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17345.1" 



228381. .228971 
228381. .228971 



229005. .229388 
229005. .229388 



229503. .230879 
229503. .230879 



/db-xref="GI : 72494024" 

/ translation="MAKHEEVKEGI IFSIGETND 

AFADSFIGQSFLNTLVNEDNIDW 

VGNVTFEPGCRNNWHVHTEGYQILLVTGGEGWYQ 

EEGKPSQKLAPGSVIVTHKGVKHW 

HGATKDSWFEHIAITSGASEFLESVSDEHYES IE 

K" 

/locus-tag="SSP0201" 
/locus-tag="SSP0201" 
/note="similar to 
gi I 45533192 | ref | ZP-00184184 . 1 | 
[Exiguobacterium sp. 255-15], 
percent identity 54 in 191 aa, 
BLASTP E() : 4e-52" 
/ codon-start=l 
/transl-table=ll 

/product= "putative oxidoreductase" 

/protein-id="BAE17346 .1" 

/db-xref="GI : 72494025" 

/ translation="MKTEVIAKSTDVTNPQDVEA 

LVQNAIE I F GR VD VL I NN AG LIPQ 

SFLGDNNI DEWNQT I DVNLKGVL YG I GAWPKMR 

AQKSGHIINIASIAGHQVNPGGAV 

YCATKFAVRALTEALRQEEVTVGSHIRTTIVSPG 

AIETELLNHITDQGLKQGMEDVYK 

DALNPNEVAKALVNAI DTDASTS INEWIRP T RQ 

LP" 

/locus-tag="SSP0202" 
/locus-tag="SSP02 02" 
/note="similar to 
gi I 28378584 |ref INP-785476.1 | 
[Lactobacillus plantarum WCFS1], 
percent identity 51 in 127 aa, 
BLASTP E() : 8e-32" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE173 4 7. 1" 
/db-xref="GI : 72494026" 
/ translation="MSEQHWHSDLLKQFKEADDM 
HVSPFYDDGQTLATPTWIWSVWD 
GKLFVRAYNGQNSRWYQSAKAQQAGQIQLAQQTF 
DVQFIPVHGDKQLDESINGAYKEK 
YGNSAYLPPMLEPGPVSATVKIEPK" 
/locus-tag="SSP02 03" 
/locus-tag="SSP02 03" 
/note="similar to 
gi I 15673857 | ref | NP-26 8 032 . 1 | 
[Lactococcus lactis subsp. lactis 
111403], percent identity 37 in 
456 aa, BLASTP E(): 4e-82" 
/codon-start=l 
/transl-table=ll 

/product="putative permease of the 
major facilitator superfamily" 
/protein-id="BAE17348 .1" 
/db-xref="GI : 72494027" 
/ translation="MNKKLVLVIVLGAYFMIMMD 
T S I TMT ALNEMQQ SLHMSSGTLTW 
VQSAYVLLFGGLLLLGAKLGDVLGLKHVFLCGLC 
LFLLFSITTGLATNTMMLI ISRAG 



QGIAAALVSPSILAFINLIYDDGPEKRKAVSFYS 
TIAGIGASGGLIVGGILTSLVSWR 
LCFLINIPMCI IFILLAIKLLPQTTTSSYPPRID 
LFGALLSWS I LL I VLGMERLNMA 
FSLINFVLILIGLILLITFIAYEHKVKYPI IELS 
LFKNKIRSSGYLLRFLFLSTSFSY 
WYYMSIYFQDSFNLSPLNTGLLLICTTGVNFIVA 
LNIHKLLKSQTNI SVL IKGI L I S I 
VGMI LL I FCLNHQVG ITMFILPLILI GVGQGF I F 
TPLTNLGVYQVTNEQSGIASGLVN 
LAHQIGSSAGIVFELI IATTLLHILNFENNNSSL 
TLISMVIGTVIQI IMLLYVLLVFK KKENKYEI " 
gene complement ( 231059 .. 2332 /locus-tag="SSP0204" 

18) 

CDS complement (231059 . .2332 /locus-tag="SSP0204" 

18) 

/note="similar to 
gi]592 406 7|gb|AAD56 43 4.1 | 
[Staphylococcus epidermidis ] , 
percent identity 64 in 717 aa, 
BLASTP E() : 0.0" 
/codon-start=l 
/transl-table=ll 
/product="teichoic acid 
biosynthesis protein" 
/protein-id="BAE17349 .1" 
/db-xref="GI : 72494028" 
/ translation="MKSISVIVTYYNSEDYIERC 
LISLKKQRFQDFELILVNDGSTDQ 
SKPLATQILKDWDIPIKAIDLPENTGHAHARNMG 
LKEVESPYF I F I DS DDYLAS YAL S 
FYMKKLNQFDALIAPIHGFTLDIPQYVDQNLVRT 
QYLNTKTHSNQFLRKQTACNIVFK 
TAIARGHIlLCFnEDLnVFVDWSFILEFIKYANGF 
VRVSRFPFYIKGEIYDPFVKPALS 
KQDFGITFNDYVYSFSDSVQRAPLKENKVFIKNK 
MKN I YKH S F E P S S RKNP E R YK YN S 
ELLPKVTRELIPTLFKNEKPLFILESLMLMVNKR 
KSAFKINKLRKKARLVKSILLRRK 
NKNRALYQLTDSEDKVSPNTIVFEAFAGKNYSDS 
PKYIYEYMMKRYPNYEFIWVFKNP 
SKVQ I PGL AKKVKKG S KAY YE AY S KAKYWVSN AR 
LPLYLNKKPNQVYIQNWHGTPLKR 
LANDMKVIRMPGTTTDNYKRNFREETSRWDYLVS 
PNRYSSKIFETAFWMKPEQLLEIG 
YPRNDVLVNHANDKSYIQEIKENLNLPADKKVIM 
YAPTWRDDEFVKKGKYLFNLQIDL 
DNLQAQLGDDYWLLRMHYLISNALDLRGYEDFA 
IDVSNYSDISELYLISDCLITDYS 
SVMFDYGVLKRPQFFFAYDLDKYGQDLRGFYLDY 
HNDLPGPIHQDPYQLTEDLKNLDQ 
VSIDYNDKINQFYDDFCSLENGQASKAISDLITK 
NNN " 

gene 233538 .. 233981 /locus-tag="SSP0205" 

CDS 233538. .233981 /locus-tag="SSP0205" 

/note="similar to 
gi I 5642 0652 | ref | YP-1479 70 . 1 | 
[Geobacillus kaustophilus HTA426], 
percent identity 37 in 145 aa, 
BLASTP E() : 4e-18" 
/codon-start=l 
/transl-table=ll 



234158. .234481 
234158. .234481 



234661. .235452 
234661. .235452 



235715. .236341 
235715. .236341 



/product=" putative 
acetyltransf erase" 
/protein-id="BAE17350 .1" 
/db-xref="GI : 72494029" 
/ translation="MTIRCAKDNELKLINKVIPK 
LFKEAMMVNFDLSDASLRDMSSQL 
LLQGAKYYVLIEENICKGFVLIDKKTDYLEQQDY 
GF I YEL YVFEG YRRQGVAKKL I YF 
VNDFFKRQHIGEVRLNVNVQNKAKLLYEKVGFQE 
RN I TMSMKWE " 
/locus-tag="SSP02 06" 
/locus-tag="SSP02 06" 
/note="similar to 
gi | 5214228 7 | ref | YP-0 8 4542 . 1 | 
[Bacillus cereus ZK] , percent 
identity 66 in 108 aa, BLASTP E(): 
2e-39" 

/codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the major facilitator 
superf amily " 

/protein-id="BAE17351 .1" 
/db-xref="GI : 72494030" 
/ translation="MKNYRYFI ITMI I IMTMINY 
VDRGAI SYAQEDI I11EFGFDNIAW 
GSILGYFGYGYMLGSLFGGVTADKKGPKFVWLIA 
GTLWSLFEIGMAFAGEIGMVLFGG SALAG" 
/locus-tag="SSP0207" 
/locus-tag="SSP0207" 
/note="similar to 
gi | 47528555 | ref | YP-0 199 0 4.1 | 
[Bacillus anthracis str . 'Ames 
Ancestor'], percent identity 56 in 
255 aa, BLASTP E(): 4e-79" 
/ codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the major facilitator 
superf amily " 

/protein-id="BAE17352 .1" 
/db-xref="GI : 72494031" 
/ translation="MLFVILGLLGLVWI I IWYKV 
FTDYPEDNKHVSQEEIESIQSTEE 
TVHGEKTVETEHNAHEKWYHFFKSPTLIFNMVGY 
FGFQYINFLILTWTPKYLQDEYHF 
ELHSLWYLGMLPWIGACFTAYFGGRLSDWLRVKT 
GSLRIARSGLAIFGMTLAAICFLI 
IPTTNQIGWIMFLMMLGNACIFLPNAVNWSVI ID 
TAPKKTGTYGGITHFFVNSATIIA 
PTLTGILVTSYGYSSMFISAWAAVIGI IAMCFV 
KPGIKKMKPTS " 
/locus-tag="SSP0208" 
/locus-tag="SSP0208" 
/note="similar to 
gi I 48825620 | ref | ZP-0 02 86 863 . 1 | 
[Enterococcus faecium] , percent 
identity 61 in 204 aa, BLASTP E(): 
le-68" 

/ codon-start=l 
/transl-table=ll 

/product=" putative nitroreductase" 



/protein-id="BAE17353 .1" 

/db-xref="GI : 72494032" 

/ translation="MINNNFEEILMNRKSVKVFD 

EQVKIPKAEMDEMIKKATTAPSSV 

NMQPWRFLWESDEGKDTLRPLIRFNTRQNDSSA 

AMWIFGDMKSQTNAEEIYGNAVK 

HDLMPEEVKQEMLKKVIPLYDNAPKEQMNDIVKI 

DS SLAAMQFMLVAKAHGYDTNP I G 

GFESDQIADAFGIDSERYVPVLIVAIGKAKNPAH 

GSYRLPTETVTKYV" 

gene 236489 .. 237631 /locus-tag="SSP0209" 

CDS 236489. .237631 /locus-tag="SSP0209" 

/note="similar to 
gi | 27469130 | ref | NP-765767 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 51 in 383 
aa, BLASTP E ( ) : e-111" 
/ codon-start=l 
/transl-table=ll 
/product="putative enzyme of 
poly-gamma-glut amate biosynthesis" 
/protein-id="BAE17354. 1" 
/db-xref="GI : 72494033" 
/ translation="MWKYGI ILCFLFSCFLVLCV 
GCLNEKDKLTQTLSFYAVGDNLIH 
PWYQDALQDNGQFNFESMYDNLKDEVQSTDVSY 
INQESPLGGDERGLCGFKQFNTPE 
AIAQNIVHTGFNWNGANNHALDQGTAGLENE I S 
VWKQFKSVFYFGTFDSPKQHDTIP 
VIEKNGIKMAMLSYTYGTNDIPREKPYQINYFDK 
VQIKKDIASAKEKSDAVIVSAHWG 
NEGKTKPNETQQQYAKVFADAGADWLGTHPHVI 
QP VKWVKGKDNHKT LVAY SLGNFL 
NGQATGTEKNI L G Gil I RF 11 L E Ell P KG VQ I NNVKW 
KSLVTHYENGEPYLKATPQNFKMY 
KLDHYKDE 
VIDKQYLDEKSY" 

gene complement ( 237727 .. 2386 /locus-tag="SSP0210" 

68) 

CDS complement (237727. .2386 /locus-tag="SSP0210" 

68) 

/note="similar to 
gi | 49484 49 8 |ref I YP-0 4172 2 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
68 in 311 aa, BLASTP E(): e-121" 
/ codon-start=l 
/transl-table=ll 

/product=" putative inosine-uridine 

preferring nucleoside hydrolase" 

/protein-id="BAE17355. 1" 

/db-xref="GI : 72494034" 

/ translation="MKQIYFNHDGGVDDLISLFL 

LLQME DVSLI G VS AI GAD S Y VE PA 

ASASQKIINRFSKQPIHVAASKQRGKNPFPKDWR 

MHAFFMDALPILNEANQSHSNLLE 

HDAYEDIIEKLQKSHAPVTLLFTGPLTDLAKAVT 

VEPTIINKIERLVWMGGTFLEKGN 

VEEPEHDGTAEWNAFWDPESVKTVFDTNIKIDIV 

ALESTNRVPLTWDIRQAWANERHY 

PGVDFLGVSYAAVPPLTHFQTNSTYFLWDVLTTA 

YVGEPELVQQHSVNASVYTEGPSQ 



GQTYIDDVHGRTISWDDVEHDAFFKYITNLAKK 
VEQ" 

gene 239002 .. 240399 /locus-tag="SSP0211" 

CDS 239002. .240399 /locus-tag="SSP0211" 

/note="similar to 
gi I 53771630 | ref | ZP-00183937 . 2 | 
[Exiguobacterium sp. 255-15], 
percent identity 55 in 461 aa, 
BLASTP E ( ) : e-153" 
/ codon-start=l 
/transl-table=ll 

/product="putative proline betaine 
transporter" 

/protein-id="BAE17356 .1" 
/db-xref="GI : 72494035" 
/translation=" MKFKKEKVNRVDS DQAKKGV 
VATGIGNAIEWFDFGLYAQLAVIL 
SANFFGNLPQEMQ I VS TFAVFAFAF I VRP I GG I F 
FSHLGDKYGRKIVLSTTILLMAAS 
TLMLGLLPTQDQIGIWAPILLLWRMIQSFSTGG 
EYAGAMTYIAETAPDKTRGKLGSG 
LEIGTLAGNIMAAILAGLMYSLLSNQQMADWGWR 
IPFILAAPLGIIGIILRSSLDESP 
AYESTLEEQEELEYSYLDIFKYYWKDVWCFAGV 
AFLNVANYMVLSYMPSFLNSTINL 
GGTMGSILSTITMLVMIPAVFFFGWYSDKVGNKR 
TIIFGLAGFSLFSVLAFWLMSIPM 
IPFVILGLFIIALFMSTFEGVMPSLLPSMFHTKV 
RLRTLSLVYNIGAAVFGGLTPFIL 
STLVETTGQQIAPSYYLMFINWGLI IFITMFKS 
TSNKSLRGSYPNVETQEDYDHWK 
NPKDALWWEDE VRKD " 
gene 240640 .. 242145 /locus-tag="SSP0212" 

CDS 240640. .242145 /locus-tag="SSP0212" 

/note="similar to 
gi I 159 23 2 70 I ref INP-3 70 8 0 4.1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 43 
in 505 aa, BLASTP E(): e-113" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17357. 1" 

/db-xref="GI : 72494036" 

/ translation="MSKTVKIVIAWIGVLLICG 

IGGAAAYYFTKNTPKNTYLLSEQE 

TAKQMKAYGEDRFENEFEFQDKMKDESYLINLNA 

SADVPEALLKSSDIPKSVADASKL 

GFKLGHDPDKEHSVIALTPTVADNEIGEFQWAAD 

KQNQYYAAP I L DDVYKAKNNE L VD 

VYKKITGETSSVEGTNNGITNDSLNLNSLLSGTQ 

ISQDKIDEISKKYSEVITDKLDDD 

NFEKDDVTIKVNGEDKDVKKVTMNVSKGETKAIL 

TDILEKAKKDKDIKAIAEDQFNAK 

DYKKQLDDILKEVKDTDKAEFPSVKSVIWEDDNQ 

ILKRNLTMKDEDGSTVKLNGTSQV 

DDDNLMIDYKLTTDDDQEVALKGKSTKKDDQYKD 

NYKVTFDNGYRKSDATLTNTESQD 

GDKRNDKGQIEINANYDKTTIDFNNKLDTDTKNN 

TQKQELSLSTDIDNETWINIKGD 

TKLKEDIKFKKANAQDLNTMSDSDFRKLQREISN 

NTEDIVKDIAKDIKDKK" 



242196 . 
242196. 



243362 
243362 



243359. .244282 
243359. .244282 



44293. 
44293. 



44961 
44961 



/locus-tag="SSP0213" 
/locus-tag="SSP0213" 
/note="similar to 
gi | 49482516 | ref | YP-039 740 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
55 in 388 aa, BLASTP E(): e-131" 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17358 .1" 

/db-xref="GI : 72494037" 

/ translation="MKTIQLFRIYHSFLLKKWHL 

FFYLILMMCAFLTALLWQYVNQD 

DAKFRIGIVDHDNSAETQLILNSMGNGTHLGKDI 

RIQRYNQNQAQKLLKAQKLEGYYV 

FEKGMTKTFYKHGNLPIAVYTYDQTSTKSLVINQ 

LTDSVYSRLMLSMGGGLTYTTLSP 

EANKDDKLQLLTDLLFTGLNRTGGFDYQPIQIFD 

TSSYYWTGYLASIFIFALSLFSI 

LKMNQAKALKSRLHMYHFSFEKLTLIRSLFTLFY 

TGVWTLLGCLCMIQILPNTFEPYN 

WPTWIQLVYY I LMI TGWLT 1 1 DL I CFRWFN I VL 

KIMLALMVILFSGQI IPTIYFKHL 

LNGMFNVQPFSFVTNQMLEI ILNNYILDTPITFY 

MSFVI TAI I LLVI I VWRYRR " 

/locus-tag="SSP0214" 

/locus-tag="SSP0214" 

/note="similar to 

gi | 21281983 r ef | NP-6 4b 0 6 9 . 1 | 

[Staphylococcus aureus subsp. 

aureus MW2], percent identity 43 

in 304 aa, BLASTP E(): 2e-75" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17359 .1" 
/db-xref="GI : 72494038" 
/ translation="MIQSFIFI I ILKQWKQLVIF 
FTILTCTLLLIWAAYSSLNQSFKI 
PVAVQDQDQSQASHTLIQSIEKNDFVKVEKLDQE 
AIYLDESVSKKEAVAAMHIPKDYS 
DKLKNNQLKLALTLYARDDFIGDITFEMISRSLY 
EQQIPYIVKKHLDDDGQETSLEKV 
SDTLNQHTPKSAIVHHWNTNSETSISISLVFGI 
ILFVSSVQIVLHQRLKQNGPLTRL 
FIFQYSKLILFTTYILIHTLILMLVLGITTFIFQ 
QQLSFTFFAKSLVI I IVYELGVSW 
LLFKINTLSHRLFMAVIFALLMAVLYIFIQL" 
/locus-tag="SSP0215" 
/locus-tag="SSP0215" 
/note="similar to 
gi | 49482514 | ref | YP-039 73 8.1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
66 in 219 aa, BLASTP E(): 2e-80" 
/codon-start=l 
/transl-table=ll 

/product="putative ABC transporter 
ATP-binding protein" 
/protein-id="BAE17360 . 1" 
/db-xref="GI : 72494039" 



245161. .245475 
245161. .245475 



245536. .245835 
245536. .245835 



245837. .246505 
245837. .246505 



/ translation="MIELKNLSKHYRKKCIFESL 
DMTFENLQLTVLLGENGAGKSTLL 
RMIAGLEQLTKGEIRYFGEQLSKKQRQDKIGYVP 
QDIALFEHMTVNENIRCFKALCKT 
PLSNVLIDEYARQLNLNERTMTISNLSGGTKRKV 
NVLIGLLSNPQILILDEPTVGIDL 
KSRFDIHNLLNTMKRERLI ILTTHHLDEVEALAD 
QIKVIGNDPFYREILEDKHWAFEV YNNK" 
/locus-tag="SSP0216" 
/locus-tag="SSP0216" 
/note="similar to 
gi | 2212 73 01 | ref | NP-670724 . 1 | 
[Yersinia pestis KIM] , percent 
identity 55 in 99 aa, BLASTP E(): 
3e-24" 

/ codon-start=l 
/transl-table=ll 
/product="putative truncated 
gluconate transporter" 
/protein-id="BAE17361 . 1" 
/db-xref="GI : 72494040" 
/translation="MSFLGEHLPLISLVIGVGVL 
LFLNIKLKINSILSLIFAAVLVGF 
MNGMKPLAILDTIKEGLGSTLGSLALI IGFGAVL 
GKLMVDSGAAQRIASTLIERFGAK YV" 
/locus-tag="SSP0217" 
/locus-tag="SSP0217" 
/note="similar to 
gi | 221273 01 |ref | NP-6 7 0 72 4. 1 | 
[Yersinia pestis KIM] , percent 
identity 63 in 91 aa, BLASTP E(): 
le-26" 

/codon-start=l 
/transl-table=ll 
/product="putative truncated 
gluconate transporter" 
/protein-id="BAE17362 .1" 
/db-xref="GI : 72494041" 
/ translation="MILAPLVISIAIEAKTPFMK 
LAITMWATTLSHNIFPPQEGPTA 
L VDAYNADMGMVY ILGMIVFIPSVIIAGIILPRF 
MKRIDYPIPPLLQKKKKFYRQ" 
/locus-tag="SSP0218" 
/locus-tag="SSP0218" 
/note="similar to 
g± I 1009388 | emb|CAA62 859 . 1 | 
[Escherichia coli], percent 
identity 51 in 217 aa, BLASTP E(): 
5e-59" 

/codon-start=l 

/transl-table=ll 

/product="putative truncated 

gluconate transporter" 

/protein-id="BAE17363 .1" 

/db-xref="GI : 72494042" 

/ translation="MPSFGLSLFVPLIPAILI SI 

STILSLFITEDTILHEIVSFIGSA 

EISLIIPIITAIVMFGLRKGKDMDTMMKSFETGL 

KGVAT I I F I VGAGGAFKE I I LEAH 

VGDYIADIMKGTNISPLIMAWLITALIRIATGQG 

WSAITAAGIVGPLIPTFDVSPVL 

MVLATAVGSNTITHVNDASFWLFKEYFNISIKDT 



246996.-248639 
246996.-248639 



249096. .250280 
249096. .250280 



250325. .251356 



FKTWGCWINDICNRINGCLNTGS IYLK" 
/locus-tag="SSP0219" 
/locus-tag="SSP0219" 
/note="similar to 
gi | 2 7468939 | ref | NP-7655 76 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 87 in 537 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 
/product="putative amino acid 
transporter " 

/protein-id="BAE17364. 1" 

/db-xref="GI : 72494043" 

/ translation="MGQKDESSKINLPQLVLLGL 

GSLIGSGWLFGAWEASSIAGPAAI 

ISWIIGFWIGSIAYNYIEIGTMFPQSGGMSNYA 

QYTHGSLLGFIAAWANWVSLVTI I 

PIEAVSAVQYMSSWPWEWAKFTSGLMDGSTISNA 

GLFAVFVI IVIFSLLNYWSVKLLT 

SFTSLISVFKLGVPLLTI IMLI ISGFDTGNYGHS 

VGTFMPYGSAPIFAATTASGI IFS 

FNAFQTIINMGSEIQKPEKNIARGIAISLTLSAI 

LYIVLQSTFITSMPTEMLHENGWS 

GINFNSPFADMAILLGLNWLAILLYMEAWSPFG 

TGVSFVAVTGRVLRAMEQNGHIPK 

FLGKMNEKYMIPRVAI IFNAI I SMVMVSLFRDWG 

TLASVISTATLVAYLTGPTTVISL 

RKMAP KMHRP F RA1 1 L L KFLIAP F 5 F VMAS L AI Y WA 

MWPTTAEVILI IILGLPIYFFYEY 

KMNWKNTKKQ IGGSLWIILYL IVLAF L S F I G S KE 

FKGMNWIHYPYDFIVI I I IALIFY 

KIGTSSYFESVYFKRAKKINKDMRADLREKRKSE 

HISEE" 

/locus-tag="SSP0220" 
/locus-tag="SSP022 0" 
/note="similar to 
gi | 49 482 42 7 | ref | YP-039651 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
65 in 393 aa, BLASTP E(): e-150" 
/codon-start=l 
/transl-table=ll 
/product="putative ornithine 
aminotransferase precursor" 
/protein-id="BAE17365. 1" 
/db-xref="GI : 72494044" 
/ translation="MLDLYEHTDKYSSKNYSPLK 
LALAKGRGAKVWD IEDNCYIDCIS 
GFSWNQGHCHPKIIKALQEQSQRITMVSRALYS 
DNLGKWEEKICKLANKENVLPMNT 
G T E AVE T A I KMARKWG AD I KN I DE S S SE I IAMNG 
NFHGRTLGSLSLSSQDSYKKGFGP 
LLNNIHYADFGDIEQLKKLINNQTTAI ILEPIQG 
EGGVNIPPTHFIQEVRQLCNEYNV 
LLIADEIQVGLGRTGKMFAMEWENTEPDIYLLGK 
SLGGGLYPISAVLANQDVMSVLTP 
GTHGSTFGGNPLACAVSMAALDVLNEEHLVQNAL 
DLGDRLLKHLQQIESELIVEVRGR 
GLFIGIELNVAAQDYCEQMINKGVLCKETQGNI I 
RIAPPLVIDKDEIDEVIRVITEVL EK" 
/locus-tag="SSP0221" 



CDS 



250325. .251356 



/locus-tag="SSP0221" 



/note="similar to 
gi | 572 853 71 | gb IAAW3 7465 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 69 
in 343 aa, BLASTP E(): e-135" 
/codon-start=l 
/transl-table=ll 
/product="N-acetylglutamate 
gamma-semialdehyde dehydrogenase" 
/protein-id="BAE17366 .1" 
/db-xref="GI : 72494045" 
/ translation="MIEVGIVGGSGYGAIELIRL 
LIQHPNVNIKYIFSHSKQDQPIKE 
TFPHLEQLTYHYETLNSEGIECDVIFFATPSNVS 
KHIVPQLLSKRIKI IDLSGDFRLT 
NRATYETYYGETAASQEYLNEANYSIAEWSNVNA 
QTTQLIANPGCFPTATLLALHPLI 
DKDIVKQDNI I IDAKTGVSGAGRSLAQHVHFAEM 
NENLSAYAIGKHKHKPEIEQYLSL 
L AQQE VKVT F T P H L VPMT RG I L S T I Y I KLNHAFT 
NEDLHNLFKDYYEDKPFVRIRSLG 
QFPKTKEVYGSNYCDIGIYVDEENQTAILVSVID 
NLVKGASGQAIQNLNLMYGWKENT 
GLLQSPVYP" 



/note="similar to 
gi I 49482425 |ref I YP-0396 49 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
60 in 413 aa, BLASTP E(): e-141" 
/ codon-start=l 
/transl-table=ll 

/product="arginine biosynthesis 

bifunctional protein" 

/protein-id="BAE17367 . 1" 

/db-xref="GI : 72494046" 

/ translation="MRDIETIDTLNQLNIDLQGD 

VSSPLGFIAGGLHCGLRRKKVDFG 

WIYSTTPATATGVYTLNQFKAAPLKLTEDSINKD 

KALQAI I VNSAI ANACTGEKGMQD 

ALDTQAWIAEQLNIEQHLVGVASTGVIGSFLPMD 

KIQYATQHVLKEQYNKSEAFNQAI 

LTTDTMTKHLSVKVEIDGTTVTIGGTAKGSGMIH 

PNMATMLGF ITT DAN I DANT L D YC 

LKQSIDQSFNMITVDGDSSTNDMVLCMANGQAQH 

TQIDALHPEWHKFVYALNFVCHYL 

AKSIAKDGEGATKLVTVKVKGAHDWEARKIAKS 

IVSSNLVKTAVHGEDANFGRIVTA 

IGYASRYIEPSATHVSLCQVSVLEKGMAVDFDEQ 

RLKEELAS DN I L I EATVGNGEGE A 

AAYGCDLSYEYVRINASYRT" 



/note="similar to 
gi I 572 85369 | gb | AAW3 7 463 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 48 
in 252 aa, BLASTP E(): 5e-64" 
/codon-start=l 
/transl-table=ll 



gene 
CDS 



251380. .252618 
251380. .252618 



/locus-tag="SSP0222" 
/locus-tag="SSP0222" 



gene 
CDS 



252631. .253392 
252631. .253392 



/locus-tag="SSP02 23" 
/locus-tag="SSP02 23" 



/product=" putative acetylglutamate 
kinase" 

/protein-id="BAE17368 . 1" 

/db-xref="GI : 72494047" 

/ translation="MNYIVIKIGGSTLTELHETT 

IDDIAQLKQQDLHPI I IHGGGPFI 

NQALEQQGVDS LFEDGLRVT T DE VMS ITSQILIG 

KVNPQLVSKMNDENIQSIGLNGID 

AKLFDVEPLNEKYGYVGEPININTAVIDHLTEEY 

I PVI AS I GRHKT SRHL YN I NADT L 

AYKIAQTLNAPIYLLSDIPGVMIDNKVKATLNSE 

HIKNYIEQEQIYGGMIPKVQDAIS 

AIEYGCQKWIAAGNEAHWERIRTGKGIGTTIV 

L" 

gene complement ( 253710 .. 2549 /locus-tag="SSP0224" 

42) 

CDS complement (253710 . .2549 /locus-tag="SSP0224" 

42) 

/note="similar to 
gi 12746913 8 | ref | NP-765775 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 60 in 408 
aa, BLASTP E ( ) : e-144" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
succinyl-diaminopimelate 
desuccinylase" 
/protein-id="BAE17369 .1" 
/db-xref="GI: 72494048" 
/ translation="MSTFSVEEKVQILSDIVAMN 
TVNDNEIEVCQYFQNLFEQHGIKS 
TIDKVDERRANLIADIGEGSPVIGVSGHMDWSE 
GNREQWSYDPFKLTEDNGYLYGRG 
AADMKSGLAALAIALIEMHDAQLLTKGRIKFLAT 
TGEEMEQLGSQNLYEKGYMDDVDA 
LII )GTSAHSSM 
PIFGVNAIKPLIEFIQDIDNAYQK 
ISKEIKGESLDFTHLLDRMKPSLPATFAVEEIES 
ALQGLVITNTLIKGGVQVNSVPED 
ADADFNIRTIPEYNNDQVKNLFNNTIEKHNANGS 
NLESELYLDLDPVLTTGQNSLIDT 
AKTIGKTAFNKDFVAAPIGGVTDASNLLRGKDES 
FPFLVFGPGEKPHQVDERVEKAMY 
LKFIDFYKELLITYSKNY" 
gene 255153 .. 255545 /locus-tag="SSP0225" 

CDS 255153. .255545 /locus-tag="SSP0225" 

/note="similar to 
gi | 4948522 8 | ref | YP-0 42 449 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
59 in 129 aa, BLASTP E(): le-41" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17370 .1" 

/db-xref="GI : 72494049" 

/ trans lation="MTLSLNKIHQAHQQYTGVDF 

PKLFKAFKDMGIIVNTVNIEQGET 

S YIHQDGAE I T DE S VKVAVP I AQQTHLALVKD I L 

QRHQAGETDFPKFCDEMARAGIYK 



255775. .256314 
255775. .256314 



256481. 
256481. 



257065 
257065 



257136. .257609 
257136. .257609 



WYIDIIAGTCAYIDKENQVLITENIPQS " 
/locus-tag="SSP0226" 
/locus-tag="SSP0226" 
/note="similar to 
gi I 46908521 | ref | YP-0 1 49 1 0 . 1 | 
[Listeria monocytogenes str. 4b 
F2365], percent identity 52 in 172 
aa, B LAS TP E ( ) : 4e-45" 
/codon-start=l 
/transl-table=ll 

/product="putative FMN reductase 

NADPH-dependent " 

/protein-id="BAE17371 .1" 

/db-xref="GI : 72494050" 

/ translation="MASVAI IAGGNKIESRLTGV 

VKYAEKYLNDEGIETDVIHVHQLD 

AEALITANFSNES INKTHKKIEEADGI I IVSPVF 

KAAYSGIVKTYLDLLPRGAFTGKT 

VLPLALGGTFAHVLAIQYSLDPVIKELGADTIHK 

GRFILDKHITSNEDGTYGYDQEAK 

DGLNKTLKKFVSDKAQVIE" 

/locus-tag="SSP022 7" 

/locus-tag="SSP022 7" 

/note="similar to 

gi I 12 8 0354 | gb | AAA9 8144 . 1 | 

[Staphylococcus aureus], percent 

identity 50 in 188 aa, BLASTP E(): 

5e-51" 

/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17372 .1" 

/db-xref="GI : 72494051" 

/translation="MPKWDHEKKKQQI IQYAWQ 

SIVSNGAKGATVRNIAKLARMTPG 

QIRYYYPNHHDLLKAVSVEVDSKVRGRIKAVYND 

GSLSPLDKVIQAMLKAMPLDEERY 

ADMEVWLAFQYELHEVGKDSMGNEIFTLIKASMS 

FLEEHDLLDTSLNQYVAIMKMHAL 

LDGLALHKLLNPEQMINEDIEHLIESEVKSWLRR 

/locus-tag="SSP022 8" 
/locus-tag="SSP022 8" 
/note="partial similar to 
gi | 49478 0 76 |ref I YP-03 73 0 8 . 1 | 
[Bacillus thuringiensis serovar 
konkukian str. 97-27], percent 
identity 54 in 156 aa, BLASTP E(): 
le-45" 

/codon-start=l 

/transl-table=ll 

/product="truncated conserved 

hypothetical protein" 

/protein-id="BAE17373 .1" 

/db-xref="GI : 72494052" 

/ t r an s 1 a t i o n = " M I S R Y VL RMKQ VG L I L L AMT 

PVI DL I L 1 1 TMSVDLLNGAKATVP 

HGIAAVYIGVSIAFRKQMIQWADERFKYYVLKEG 

NLPEKKTGIAYAKAYFVSWLRHVL 

AYLIGTGLLWLI INIVGQGDSVAALYHVIKIWTV 

ILGIDLLITLSYFIWPKPKKV" 



gene complement ( 257707 .. 2583 /locus-tag="SSP0229" 

66) 

CDS complement (257707. .2583 /locus-tag="SSP0229" 

66) 

/note="similar to 
gi | 15614705 | ref INP-2 43 0 0 8.1 | 
[Bacillus halodurans C-125], 
percent identity 30 in 213 aa, 
BLASTP E ( ) : 3e-21" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17374. 1" 
/db-xref="GI : 72494053" 
/ translation="MKFESITLCTSELEETLQFY 
EETLECPVEVINQDTFIVQIGETQ 
LQFCRSEDVIQPYYHFAIDIPYNHFYDMKEHYQN 
ILFLLMEDGHHTTYFESFVAHAIY 
FNDPSGNIVELIARVSNITDEPEFSRISEIGFVC 
NETNAI YQALSDYKIETFEHAHFE 
PYALNFLGDTSDESYILLTPEDRRWSFSEKHS I A 
YPIDIKTETFHLSYDTRHQWHLKQ S" 
gene complement ( 258607 .. 2601 /locus-tag="SSP0230" 

96) 

CDS complement (258607. .2601 /locus-tag="SSP0230" 

96) 



gene 260590 .. 261843 

CDS 260590. .261843 



/note="similar to 

gi 12309 7823 | ref | NP-69 12 89 . 1 | 

[Oceanobacillus iheyensis HTE831], 
percent identity 59 in 528 aa, 
BLASTP E() : 0.0" 
/codon-start=l 
/transl-table=ll 
/product="L-lactate permease" 
/protein-id="BAE17375. 1" 
/db-xref="GI : 72494054" 
/ translation="MMLFVAFSAVIVPFIFLVLL 
RMSALKGMI I S AF I VTFLGVFVWG 
MQGHVISASLLQGTHKTLTILYILFGALVLLNTL 
RQTGAVTRINEGFKKLSGDMRVQV 
IIVAFLFGSLIEGASGFGTPAWTAPLMVALGFR 
PMIAWTALIADSVAVSFGAVGTP 
VLVGLSTLNDADSSLFQATAERITTLDLLSGIFI 
PIILIATLIIFFGKTNKLKSIVEM 
IPWLACIGFIYVASSFAYAFLFGPEFVAILGSLT 
GLIVAWTASKGWLLPKNEWKDGF 
DDSYTPTKSEHDMPLLTAWSPYLMWILLLLTRT 
VPLIKDFTTQVLDLSWNQILGFET 
ISSDWEFLYSPGTILLLSALFAILIQRKSFKDLS 
QASVESLNTIKTTGITLVAT LVMV 
HVFINSGINTSDLISMPEYIAENMSKYLGPIWLF 
VAPFLGALGSFITGSATVSTLTFS 
P IQLNI AQS IGAEP YTVLAAQ I I GAAAGNMI C VH 
NWAVCAWNMPGKEGSVIRKTLG 
PALLYCLLVGLSAYIITSIFF" 
/locus-tag="SSP0231" 
/locus-tag="SSP0231" 
/note="similar to 
gi I 56965377 | ref | YP-1 771 09.1 | 

[Bacillus clausii KSM-K16 ] , 
percent identity 55 in 418 aa, 
BLASTP E() : e-13 8" 



/codon-start=l 
/transl-table=ll 

/product="putative permease of the 
major facilitator superfamily" 
/protein-id="BAE17376 .1" 
/db-xref="GI : 72494055" 
/ translation="MNKKLAKMGMPPTLLWGYIG 
VLIFMMGDGLELAWISPYLHDHGL 
SVHQTAILTTCYGVTIAIGSWFSGVLVEI IGPRK 
VMLLGTLLYI IGHMIFVGLALPSM 
NYGLMIPSYAIRGFGYPLFAYSFLVWVAYRSPQK 
RLGAAVGWFWFVFTGGLSVLGSFY 
SSMAIQIFGHIFTLWTAILWVIVGTFLAVFVNRD 
KFE I ENKGNGFKTHLKEMGAG I T I 
L KRE P RVAVAC I VR 1 1 N Q AAQ YAFPLFLPIYLST 
KGIATTTWLNIWGTIFIANI IFNL 
IFGALSDKIGWKNTISYIGGIGCAVFTLGLYFIP 
E I FTGNVF I VG TVGFLWGMC LAGF 
VPISALVPSLVHDGDKGPAMAILNLGAGLCVFAG 
PGLVALFYDS I GVQGMMYL IFGLY 
VASAIMTRFLKTPEERGILNEKEAT" 
gene 262531 .. 263505 /locus-tag="SSP0232" 

CDS 262531. .263505 /locus-tag="SSP0232" 

/note="similar to 
gi | 488248 74 | ref | ZP-0 02 86199 . 1 | 
[Enterococcus f aecium] , percent 
identity 61 in 321 aa, BLASTP E(): 
e-112" 

/codon-8tart=l 

/transl-table=ll 

/product=" ornithine 

car bamoyltransf erase" 

/protein-id="BAE17377. 1" 

/db-xref="GI : 72494056" 

/ translation="MKTCDFSADELHTLIDFTGE 

LKEKKKRGIPHPYLKGKNLAFLFE 

KPSTRTRSAFSVAAYDLGAYPEYFGQGDIHLGVK 

ESSEDTAKVLGRMYDGIEFRGHHQ 

KDVEALAKNAGVPVWNGLTNEWHPTQMIADFFTL 

KEHWGTLQGKTLTYVG D ARNN VAH 

DLLITGAILGVNIHVAAPKALQPDEDIQVMAQKY 

AAESSSDILITDDIQQAIYQTDAI 

YTDVWFSMGEDQSVLEPRINQLLPYQVNKEMLIN 

TMNPDVIVLHCLPAFHDVNTQVGQ 

QIYETYGLTEMEISDDVFKGEHAVIFDQSENRLH 

SIKAIMAVTLGDIF" 

gene 263960 .. 264418 /locus-tag="SSP0233" 

CDS 263960. .264418 /locus-tag="SSP0233" 

/note="similar to 
gi I 572866 8 7 | gb | AAW38781 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 87 
in 87 aa, BLASTP E(): 6e-37" 
/codon-start=l 
/transl-table=ll 
/product=" truncated 
phosphotransferase system glucose 
maltose 

N-acetylglucosamine-specif ic IIC 
component" 

/protein-id="BAE17378 .1" 
/db-xref="GI : 72494057" 



264213 . 
264213. 



265496 
265496 



265664. .266293 
265664. .266293 



266539. .267387 
266539.-267387 



/ translation="MSKLFEKAQQFGKSFMLPIA 
ILPAAGLLLGIGGALSNPNTIKAY 
P VL D I AL LQN I F I LMSAAGN I VF QN L P V I F AVG V 
ALGLAKS DKRHGWS S SNAWVFN YE 
CINEWFVDDHRYIGERQLGRRRSKYGIGNTNCRN 
RCIWRYYHRYYDSFVT " 
/locus-tag="SSP023 4" 
/locus-tag="SSP023 4" 
/note="similar to 
gi I 15923232 | ref | NP-3 70 766 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 80 
in 421 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 
/product=" truncated 
phosphotransferase system glucose 
maltose 

N-acetylglucosamine-specif ic IIC 
component" 

/protein-id="BAE17379 .1" 

/db-xref="GI : 72494058" 

/ translation="MIKGTAGLAAMLGFLIMNAS 

MNGLLTITDTLAKGNLAEEGQSMV 

LGIQTVETGVFGGIITGIMTALLHNKFHKISLPA 

YLGFFGGSRFVP 1 1 T S VS SIVLGV 

VIFFIWPTVQGWIFGIGGLVDKTGVIGTFFFGFI 

LRLLGPFGLHHIFYLPFWQTALGD 

SLEVKGHMVQGTQNIFFAQLGDPDVTKYFSGGSR 

YMSGRFITMMFGLCGAALAIYHTA 

KPERKKWGGLMLSAALTSFLTGITEPLEFSFLF 

VAPML YVI HAVLDGL AFMMAD I FN 

I TVGQTFSGGF I DYLLFGVLQGNEKTNFLWVI P I 

GIVWFVLYYVIFRYLITKFNFKTP 

GREDEGVTETVEATDRAKTIIQALGGKENIDVVD 

CCATRLRVTLNSDKAVDKTMLTFT 

EARGVIQKGNGVQVIYGPHVTTIKNEVEELLEND 

K" 

/locus-tag="SSP0235" 
/locus-tag="SSP0235" 
/note="partial similar to 
gi | 49482 79 8 |ref I YP-0 40 022 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
60 in 198 aa, BLASTP E(): 2e-62" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
glucosamine-6 -phosphate isomerase" 
/protein-id="BAE17380 . 1" 
/db-xref="GI : 72494059" 
/ translation="MIEVYKTLAALLNVNQIDLS 
NWTFNLDEYVGLSAEHNQSYHVY 
MNAHLFNHNQAWNNKNIYLPVGDAPNIELESELY 
EQRLGEIGSADIQILGIGENGHIG 
FNEPYSSFESVTRWDLTPSTINANSQHFENIED 
VPKQAISMGLSSIMKAKRI ILLAF 
GKNKQQAIKALLEGEVSEALPASILHKHPNVEVI 
IDDEIFTSLIEDGTL" 
/locus-tag="SSP0236" 
/locus-tag="SSP0236" 
/note="similar to 



gi 1 161198 85 | ref | NP-396590 . 1 | 
[Agrobacterium tumefaciens str. 
C58], percent identity 37 in 273 
aa, B LAS TP E ( ) : 2e-58" 
/ codon-start=l 
/transl-table=ll 
/product="similar to 
quorum-quenching N-acyl homoserine 
lactonase" 

/protein-id="BAE17381 . 1" 
/db-xref="GI : 72494060" 
/ tr an s 1 at i on= " MVNVKKERMKVYVLDNGRMK 
MDKNLMIANSNQATLDDPKANNEM 
HEFPIYTVFIDHPDAKILFDTACNPNAMGDSGRW 
I SATQKAFPYFADEACHLPNRLEQ 
INVDPKEVDFVIASHLHLDHAGCLEYFTNATI IV 
HDDELSGAMKTYARNQQEGAYIWA 
DIDAWVKNNLKWRTIKKEEDNLKLVDGVRILNYG 
SGHAWGIIGLEIESAELGTIILAS 
DAIYTKESIEDTLKPPGILYDSIGWTKSVEKIQR 
LAKEKNAQIWFGHDGEQFEGFRKS TEGYYE" 
gene 267443 .. 268573 /locus-tag="SSP0237" 

CDS 267443.-268573 /locus-tag="SSP0237" 

/note="similar to 
gi | 2310 0256 | ref | NP-693 723 . 1 | 
[Oceanobacillus iheyensis HTE831], 
percent identity 66 in 375 aa, 
BLASTP E() : e-147" 
/codon-8tart=l 
/transl-table=ll 
/product="putative Zn-dependent 
alcohol dehydrogenase" 
/protein-id="BAE17382 .1" 
/db-xref="GI : 72494061" 
/ translation="MKTRAAVLREMGKDAPYTES 
HPLTIETLELQGPQSNEVLIKIGA 
VGLCHSDLSVINGSRPRPMPMVLGHEAAGEI IEV 
GENVAEFEVGDHIVCTFIPSCGHC 
IPCREGRPALCENGAAANEKGEMLEGGFRYESDR 
DEVMHHHLGVS GF AD YAWS TN S I 
VKVDKKIPFEKVAIFGCAVITGIGAVINTARINA 
GSTVAWGLGG I GLNAI LGARLAG 
ASEIIALDINEEKFALAKSLGATAVFNSGEAHTI 
EDI KQYTQGGVD YAFE T AGWP AM 
DVAYQITRRGGMTTTTGLPDPKHQFSFPQVTLAA 
EERTIKGSYVGSCVPDRDIPRFIN 
LYHQGRLPVNELLTDTLPLEHINEGFDRLARGEA 
ARLWKMD" 

gene 268584 .. 269900 /locus-tag="SSP0238" 

CDS 268584. .269900 /locus-tag="SSP0238" 

/note="similar to 
gi | 42519 79 4 | ref | NP-965724 . 1 | 
[Lactobacillus johnsonii NCC 533], 
percent identity 56 in 435 aa, 
BLASTP E() : e-137" 
/codon-start=l 
/transl-table=ll 
/product= "phosphotransferase 
system cellobiose-specif ic 
component IIC" 
/protein-id="BAE17383 .1" 
/db-xref="GI : 72494062" 



269919. .270815 
269919. .270815 



270852. .271172 
270852. .271172 



271183. .271509 
271183. .271509 



/ translation="MSRFNDTLEKYLLPVASKLG 
SNKI L I S LRDG I I VAMP L I I I G S L 
FLVISGIAIPGWIEWLEAQGIQPYLMKAVNGTFG 
LMGLVASFGVAHSIARQYDTDGVS 
AGIISMAAFLWTPNVMTGGKTSEEAIPQMYMGS 
QGLFVALIIGIFSGLIFQWFINRN 
IRIKMPDQVPPAVAKSFSALIPGAVIILLWLIIY 
IALDNLPFGNIHDLIVNTLGVPLS 
LMGS TL I GT 1 1 LVGLNS AF WF VG I HGANWNAVM 
QPIWLKNIDENRIVYQANPHGDLP 
HIITQPFIDNFVFMGGGGSTIGLVIVIAILAFKK 
RSSKITKTMAPLTLMPGIFNINEP 
TLFGLPWLNVRL IVPFI LAPMINAT I TYFAMAS 
GLVHLTNGTAMPWTIPPI ISGFLA 
TGHVSGSLVQMVCIIVDILLYYPFYRTMEKYNLQ 
LEQKEADETKE I " 
/locus-tag="SSP0239" 
/locus-tag="SSP0239" 
/note="similar to 
gi | 42519 793 | ref | NP-965723 . 1 | 
[Lactobacillus johnsonii NCC 533], 
percent identity 60 in 300 aa, 
BLASTP E ( ) : le-97" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17384. 1" 
/db-xref="GI : 72494063" 
/ translation="MVKRLLSANASEIVEMTATE 
LKQSIKASDGRWLSENWTRTPV 
I P D I TNAE LARAFGADL ILLNGL D AF DP KWNVD 
EDKQVINELRRLVCRPIGVNLEPV 
DKTATMSEEKLNI VEGRQAS SKTVKALEKLG I NF 
ICMTGNPGT G V T N D K I VN A I S E T R 
KHFTGL I I AGKMHSAGVDEPVI TETYVDQF I DAG 
ADIILVPSIGTVPGFDEEQLKNIV 
KAVHRREGLVMSAIGTSQESSDPSTIRDFAIRNK 
ICGVD I QH I GDAGYCGL AP VNN I F 
ELSKAIRGERHTVSMIARSIQR" 
/locus-tag="SSP02 40" 
/locus-tag="SSP02 40" 
/note="similar to 
gi I 48826183 |ref I ZP-0 02 8 740 8 . 1 | 
[Enterococcus f aecium] , percent 
identity 64 in 104 aa, BLASTP E(): 
le-30" 

/codon-start=l 

/transl-table=ll 

/product= "phosphotransferase 

system cellobiose-specif ic 

component I IB" 

/protein-id="BAE17385. 1" 

/db-xref="GI : 72494064" 

/ translation="MAEKTIMLVCAAGMSTSMLV 

QKMQKEAEKQKLDRD I FAVS T S E A 

DQKIESDNIDVLLLGPQVRFKKDEYTKKCSEKDI 

PVAVIEMRDYGTMNGENVLNTAEQ LMTK" 

/locus-tag="SSP02 41" 

/locus-tag="SSP02 41" 

/note="similar to 

gi I 48869880 | ref | ZP-0 03226 17 . 1 | 



271743. .272537 
271743. .272537 



272521. .273240 
272521. .273240 



273237. .273968 



[Pediococcus pentosaceus ATCC 

25745], percent identity 57 in 107 

aa, B LAS TP E ( ) : 9e-28" 

/codon-start=l 

/transl-table=ll 

/product= "phosphotransferase 

system cellobiose-specif ic 

component IIA" 

/protein-id="BAE17386 .1" 

/db-xref="GI : 72494065" 

/ translation="MSEAENSLEFAMSLIAYSGD 

AK S H AME A I Y AAKKN AF E E AE KK L 

KLAEVSLLEAHHIQTNMLTKEAQGDEIKMSLLTI 

HSQDHLMTAITFKDMAAEMIDLYK KMDSKA" 

/locus-tag="SSP02 42" 

/locus-tag="SSP02 42" 

/note="similar to 

gi I 57285143 | gb | AAW3 723 7 . 1 | 

[Staphylococcus aureus subsp. 
aureus COL] , percent identity 68 
in 264 aa, BLASTP E(): e-103" 
/codon-start=l 
/transl-table=ll 
/product="ABC-type amino acid 
transport system periplasmic 
component" 

/protein-id="BAE173 8 7. 1" 
/db-xref="GI : 72494066" 
/ translation="MKKILLGILTLLLWGLAAC 
GTSDKKDNDNKNKTASENKTFWG 
TEGTYAPFSYHDKQDKLTGYDIDVMKAVAKEMGY 
KVKFKETQWDSMFAGLDSGRFNVI 
ANQVGINDERKEKYKFSEPYTYSEAVLWNKNNK 
DIKSFDDVKGKKLAQTFTSNYGKL 
AKSKGAELTKVDGFNQAMDLLQSNRVEGTFNDNI 
SYLDYKKQKPNADVKI IEGNAEKS 
QSALTFSKKEDDATIEKVNKAMKKLKDNGELAKI 
SKKWFGEDVSKS " 
/locus-tag="SSP0243" 
/locus-tag="SSP02 43" 
/note="similar to 
gi | 49484629 | ref | YP-0 41853 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
89 in 239 aa, BLASTP E(): e-117" 
/codon-start=l 
/transl-table=ll 
/product="ABC-type amino acid 
transport system permease 
component" 

/protein-id="BAE17388 . 1" 
/db-xref="GI : 72494067" 
/ trans lation="MFLNLNTEQQHALDAAGQAF 
APMLEGLVKFS IPITLVTFLLGLV 
IALLTALMRISTSRILRGIARFYISI IRGTPMIV 
QLFIIFYGIPELGRLLTNNSENQW 
TLAPVIAAIIGLSLNVGAYASEI IRGGIMSIPKG 
QTEAAYSIGMNYRQTIQRI ILPQA 
IRVSVPALGNTFLSLIKDTSLLGFILVAEMFRKA 
QEVASTTYEYLTIYLLVALMYWW 
CF I I S I AQNFYES YLERGYRS " 
/locus-tag="SSP02 44" 



273237. .273968 /locus-tag="SSP0244" 
/note="similar to 
gi I 15925402 | ref | NP-3 72936 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 83 
in 242 aa, BLASTP E(): e-110" 
/codon-start=l 
/transl-table=ll 
/product="ABC-type polar amino 
acid transport system ATPase 
component" 

/protein-id="BAE17389 .1" 

/db-xref="GI : 72494068" 

/ translation="MIELKNIKKSFDDKEVIKGI 

DLNVNQGEWTFIGRSGSGKTTLL 

RMINALELPTEGAVYVNGETYSNADKKSQIKVRK 

QSGMVFQSYNLFPHKTALENVMEG 

LITVKKTKKDEAKQQALALLEKVDLTAVKDQRPN 

AL S GGQQQRVA I ARAL AMNP KVML 

FDEPTSALDPELVNDVLRVIKDLANEGMTMI IVT 

HEMRFAKEVSNKIVFIHDGVIGES 

GPPEQIFNHPQSAELQRFLNMIREV" 

274312. .274827 /locus-tag="SSP0245" 

274312. .274827 /locus-tag="SSP0245" 

/note="partial similar to 
gi 157286778 | gb | AAW3 8 8 72 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 42 
in 135 aa, BLASTP E(): le-23" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
transcriptional antiterminator " 
/protein-id="BAE17390 . 1" 
/db-xref="GI : 72494069" 
/ translation="MLSKRQYHILMFILECETFV 
QIHHLATHFNVTERTIQYDLEYIE 
DMASNLGLI IQRTKQEGVKITTTPEQLKRFAHKS 
TTHTIHYAKEERLLYITLKLLEAN 
TPTSSQVLATTVSVSRRTIVEDLKSVQNWLEQHD 
YLAIAECAFVDLAHLNKVFKYRYG 
VTAYQYMSKLK" 

complement (274922 . .2758 /locus-tag="SSP0246" 

39) 

complement (274922 . .2758 /locus-tag="SSP0246" 
39) 

/note="similar to 
gi | 47527176 | ref | YP-0 18525 . 1 | 
[Bacillus anthracis str. 'Ames 
Ancestor'], percent identity 59 in 
303 aa, BLASTP E() : e-102" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
2-dehydropantoate 2-reductase" 
/protein-id="BAE17391 . 1" 
/db-xref="GI : 72494070" 
/ translation="MRILVLGAGGIGGYFGGRLA 
ESGQNVTFLVRPKRKSFLERNGLA 
IHSEQGDYHFNPQLITKDDRVAPFDVILLSSKSY 
HLEQAMTDLKPFVDGHTAI IPLLN 
GVAHIPQLQSIFGKDKVMGGYCVIETTLDSMGEI 



276053. .276808 
276053. .276808 



277150. .277968 
277150. .277968 



278012. .278944 
278012. .278944 



IQTSPFDKLFFGELDGSKSERAQK 
IAQAFSETKAEFKLSTSIEQGMWHKYLMITVLSS 
ITTLMHAPIGPIRDSDGGINFVRS 
LYNEVAS IMRAHRAPLADD I VSQYMT SFNQL S YH 
FKTSMQRDMEKGLNIETGHLQGYL 
LNLADTYQIDAPLLKCVYQNHKVYKEMLK" 
/locus-tag="SSP02 47" 
/locus-tag="SSP02 47" 
/note="similar to 
gi | 27468804 | ref | NP-765441 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 37 in 252 
aa, BLASTP E ( ) : 4e-41" 
/ codon-start=l 
/transl-table=ll 

/product=" putative metal -dependent 
membrane protease" 
/protein-id="BAE17392 .1" 
/db-xref="GI : 72494071" 
/ translation="MSFKNDHKYQWKDMQGKDFL 
LPFIYLIGNFCLSIVILTIMIGIN 
ETQGKNNANFNANFSGTPGILMEMIAFI I IFALW 
ILFHRHSFRQSWKQGLQNIKQHWK 
LIVITFIVI IVFKEIYPYLVNAFAPEHWKFEETQ 
NDKMVEEMFATPVSTILAFFSIVI 
I APMTEEFLFRHL I IGELGKKLllFYVI-LjVI 5 I IV 
FASLHVTEAKSPLEIVMYLAIAVG 
IVYVYMKSQRSLAVAIALHALNNLLAYIFMI IM" 
/locus-tag="SSP02 48" 
/locus-tag="SSP0248" 
/note="similar to 
gi | 27467520 |ref INP-76 4157. 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 63 in 270 
aa, BLASTP E() : le-96" 
/ codon-start=l 
/transl-table=ll 

/product=" ABC-type uncharacter ized 
transport system periplasmic 
component" 

/protein-id="BAE17393 .1" 
/db-xref="GI : 72494072" 
/ translation="MRKWFILGSLFVLTI ILAAC 
GKSNGEKEDKEITIAASPAPHGW 
LEHAKEEMKKKGYDLKIKTVNDYKVPNKLLDKGD 
VDANAFQHTPYLKAEKKDHNYKIE 
EAGKVFTTPMGVYSKKYKDIKDIPKGSTIYVSNN 
PAEEGRFLSFFVDKGLIKIKKGVS 
IEDAKFDDIVENKKDLKFNNKQGAEFLPKTYNSK 
EGAAVIMNSNYAIDNGLTPHKDAI 
AIEGKSSPFANIVAVQEGHKNDKKFKELMKVLQS 
KEMKKFITDKYGQDVIPYEK" 
/locus-tag="SSP02 49" 
/locus-tag="SSP02 49" 
/note="similar to 
gi I 15896 78 8 | ref | NP-350137 . 1 | 
[Clostridium acetobutylicum ATCC 
824], percent identity 36 in 308 
aa, BLASTP E ( ) : 2e-54" 
/ codon-start=l 
/transl-table=ll 

/product=" lactate dehydrogenase" 



/protein-id="BAE17394. 1" 

/db-xref="GI : 72494073" 

/ translation="MSKLGI IGLGKVGTQVLTDV 

QQLNLFSEIILIDDRADVASGEAL 

DHIHSQGLINTAHIKIRSGVYQDLTDADFIVIAA 

SEATDKNNGDRTLLAQGNHDI I KG 

IMSQI AEVTQEAWI L I SNPVDSMVYFANQ I D YP 

AHKIIGTGTALETSRFKTI IADHY 

Q I DPNNVEAFV IGEHGQHAIPVWS KVH IHGMELS 

EFEALSDRPAIDKSHISSIINEVS 

MDVF YQKGWTNAAI S KVT SFLIQSIALDQRTITP 

LTSLSSEYGLEDGAFSLPTLIDKK 

GIVQRFAITLDKEEERELKEAYEYIRQTIHTAQQ 

gene 279089 .. 280180 /locus-tag="SSP0250" 

CDS 279089. .280180 /locus-tag="SSP0250" 

/note="similar to 
gi I 57286566 | gb | AAW3 866 0 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 41 
in 184 aa, BLASTP E(): 2e-36" 
/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17395. 1" 
/db-xref="GI : 72494074" 
/ translation="MSMGGVMMLERHVKLIRLML 
I NRNQF LNADE I ARYLNVSNRTAR 
NDIQYINSEILDDLIVSVKGRGYKLNQSLYSMQQ 
IETIVTDFTNKESELLIKLGYQLL 
MYQQPLTSEAIGKTFHLTKAEVTDYINKIKAWCI 
SFDVNIQITKKKGITVNGSEMNIR 
NAILHLNQLSENVKTVDAFILAEHQYMKHQTEDF 
IYLTISTGVGMAYIRKGELVSGVN 
GNFGE IGHTIIKGDS D YQCP VCKQ YVC VENE I S G 
LAISRKASHILNKHVSTREAIEMY 
LHQAHSEITEMIDEVLILTQQLCTNLFSIFNINN 
IVLGGGVTQSKLPYKSSIENYAQK 
HYLIQNSTLNVTISNLEANVLTGLYHVNK" 
gene complement ( 280586 .. 2818 /locus-tag="SSP0251" 

75) 

CDS complement (280586 . .2818 /locus-tag="SSP0251" 

75) 

/note="similar to 
gi I 56418 819 |ref I YP-14613 7. 1 | 
[Geobacillus kaustophilus HTA426], 
percent identity 68 in 419 aa, 
BLASTP E() : e-161" 
/codon-start=l 
/transl-table=ll 
/product="0-acetylhomo serine 
sulf hydrylase" 
/protein-id="BAE17396 .1" 
/db-xref="GI : 72494075" 
/ translation="MTQNPWHLDTLSIHGGQVVD 
DFSKARAVPIYQTSSYVFDNTEHA 
RKLFALEEDGNIYTRIMNPTQNVFEERIAALEGG 
VG AL AT S S GQ AA IHLALLNIVESG 
DEIVASSNLYGGTYNLLNITFKKLGIKVHFVDPS 
HPDNFKNAITDKTKAVYAETIGNP 
RIDVLDIEAVADIAHNHNIPLIVDNTFPTPYLLR 



PFEFGADIIVHSATKFIGGHGTSI 

GGVIVDSGKFNWDNGKFPGLVEPDESYHGISYAK 

DVGEAAYITKARVQLLRDLGSAVS 

PFNVHEFLIGLETLHLRLERHSENALRVAQYLEQ 

HPKVTWVNYPGLKNNAYHQLAQKY 

LPDGQGAILTFGIDGTVDDIAKFVDGLNLFSHLA 

NVGDSKSLIIHPASTTHLQLSPED 

QKASGWPELVRLSVGTENINDI IADLDNGFKES 

LGN" 

gene 282093 .. 282998 /locus-tag="SSP0252" 

CDS 282093. .282998 /locus-tag="SSP0252" 

/note="similar to 
gi | 2 74692 42 | ref | NP-765 8 79 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 67 in 299 
aa, BLASTP E ( ) : e-110" 
/ codon-start=l 
/transl-table=ll 
/product="cysteine synthase" 
/protein-id="BAE17397. 1" 
/db-xref="GI : 72494076" 
/translation="MIAFDLIGNTPLVLLESFSN 
KDVQIYAKLEQYNPGGSVKDRLGK 
HLIETAIRENI IQKGDWVEASAGNTGIGVAI AA 
NHYGVSAVIFAPEGFSEEKI S I IK 
ALGAEVII TGAYYL 
NQFESYRNPETYKSTIGKEITDKL 
KDIDYFVGGVGSGGTFTGVAEHLAATYHTESVIV 
EPEGSILSGGNAHSHDIEGIGSEK 
WPSFLPKALVSDIIKVSDDAAFQNVKLLARQEGL 
LVGS S SGAALQGALE I KKH INKGV 
IVTIFPDGSDRYMSKQILNYKETIK" 
gene 282995 .. 284140 /locus-tag="SSP0253 " 

CDS 282995. .284140 /locus-tag="SSP0253 " 

/note="similar to 
gi | 27469241 |ref INP-7658 78 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 80 in 380 
aa, BLASTP E ( ) : e-176" 
/codon-start=l 
/transl-table=ll 
/product=" cystathionine 
gamrna-synthase" 
/protein-id="BAE17398 . 1" 
/db-xref="GI : 72494077" 
/ translation="MNKKTQLIHGGQTTDPYTGA 
VTTPIYQTSTYMQDGIGDMRQGYE 
YSRSANPTRSALEGLIADLEQGESGFAFGSGMAA 
ISAVIMLLDKGDHLLINSDVYGGT 
YRALTKVFNRFGIDAEFIDTTNIEAVEQYIKPET 
KMLYIETPSNPLLRVTDIKKSAEI 
AKKHHLISWDNTFMTPYFQNPLTLGIDIVLHSA 
TKYIGGHS DWAG L VAT S DAE L AE 
RLGFIQNSTGGVLGPQDSYLLIRGIKTLGLRMEQ 
VQRNTLAIIDMLQQHSAVKQVFHP 
SISDHLNHDIHEAQSEGHTGWAFEVADIESAKK 
VISESHYFTLAESLGAVESLISVP 
ALMTHASIPKDIREKEGIADGLVRLSVGIEDTKD 
LVEDLEQSLNALG" 

gene complement ( 284238 .. >284 /locus-tag="SSP0254" 

900) 

CDS complement (284238 . .>284 /locus-tag="SSP0254" 



/note="Start codon is not 
identified similar to 
gi | 23097745 | ref | NP-691211 . 1 | 
[Oceanobacillus iheyensis HTE831], 
percent identity 42 in 156 aa, 
BLASTP E ( ) : 3e-31" 
/ codon-start=l 
/transl-table=ll 

/product="putative truncated sugar 
phosphate permease" 
/protein-id="BAE17399 .1" 
/db-xref="GI : 72494078" 
/ translation="RYFCKHTYRHCLYTARYI YC 
TIWTFSKPIVQLTGNYSDIALSIF 
WILIGIFGWGGISGSI IDKKGIHFAFNFGVIAL 
ACASVLLAYTPSIWLLPFIASSLF 
GLSYIFLTGVLLVWGIKLFVKNASLGIGIPFLLL 
AVGQVIGSSIAGIVIDILNYEYSF 
IIFGIIGLIPLLIYPKVEVTENKIPKGRYSKLQK 
TNSDILNDTYAQHQTSNSNNDKYN HI" 
gene complement ( 284804 .. 2854 /locus-tag="SSP0255" 

87) 

CDS complement (284804. .2854 /locus-tag="SSP0255" 

87) 

/note="similar to 
gi | 23097745 |ref | NP-691211 . 1 | 
[Oceanobacillus iheyensis HTE831], 
percent identity 42 in 223 aa, 
BLASTP E() : 2e-41" 
/codon-start=l 
/transl-table=ll 

/product="putative truncated sugar 

phosphate permease" 

/protein-id="BAE17400 . 1" 

/db-xref="GI : 72494079" 

/ translation="MKFSKLVFPGIAMIATTYGL 

GRFSFGLFLPDITNDLSLSASQAG 

LISSLFYLAYCFTIVYSTLQTDTIGPKRMI ILAG 

ISWIGLITIGVSSNAIILSIGVI 

FTGASTGLVSPPYGYTISLWINLQDQGKANTLIN 

SGTSMGLMFTGITAMLVFLDWRDT 

YLIYALIALWLFWNYIVIPKLQKDIKIHTGSLN 

IRDISASTRIVTASTLLGISTAPF 

GLSQNPLSN" 

gene complement ( 285621 .. 2861 /locus-tag="SSP0256" 

75) 

CDS complement (285621 . .2861 /locus-tag="SSP0256" 

75) 

/note="similar to 
gi I 23097744 |ref INP-691210 . 1 I 
[Oceanobacillus iheyensis HTE831], 
percent identity 37 in 181 aa, 
BLASTP E() : 5e-29" 
/codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE17401 . 1" 
/db-xref="GI : 72494080" 
/ translation="MSQKKQDILS VAERLFYEYG 
FKGVGLKQI IQEANVATMTLYNHF 



gene 
CDS 



complement ( 2 86349 , 
19) 

complement (286349 . 
19) 



gene 
CDS 



286997. .287203 
286997. .287203 



complement (287290. 
32) 

complement (287290 . 
32) 



ESKDNLVAQVLKQRETRYWHYLDSHVEQHPEKPF 
I SAVTAHCQWLNDYS YKGDMFMRA 
IEDYADTDNEIESTARGHKERLLHYLEKLADDAG 
IENGYDLAVQYTLLLEGTTSMTAL 
LGSKDATSHAI TMAKL L LNE AHNQ " 
.2868 /locus-tag="SSP0257" 

.2868 /locus-tag="SSP0257" 

/note="similar to 
gi 157285077 | gb | AAW3 7171 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 44 
in 152 aa, BLASTP E(): 2e-30" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17402 .1" 
/db-xref="GI : 72494081" 
/ translation="MTDEYIYKNTVQPSWIDNNN 
HMHDAQYYSIFSDAWGFFESIDF 
STDYRHSQDVTMFSVEAHISFLKELLLDESFYIK 
VHIYDYDAKRVHLFLTMYNSNDER 
nATYEAIlHI'i-'inETPPiMIE'FPKPIQEKIKHYFD 
QQNTFDVPKQLGHVIGIPKK" 
/locus-tag="SSP0258" 
/locus-tag="SSP0258" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17403 .1" 
/db-xref="GI: 72494082" 
/ translation="MVLVALILFI ISIVFLIYSI 
TLLMGKDGTMFSLFTKEEKALTKG 
QKLTIYLITIVLFVASLVWLLNLI " 
.2881 /locus-tag="SSP0259" 

.2881 /locus-tag="SSP0259" 



/note="similar to 
gi I 57286 412 | gb | AAW3 8506 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 66 
in 277 aa, BLASTP E(): e-112" 
/codon-start=l 
/transl-table=ll 

/product="urease accessory protein 
UreD" 

/protein-id="BAE17404 . 1" 
/db-xref="GI : 72494083" 
/ translation="MSNNKQAWTGQLDLSVFNNG 
KKSVARDVFFEKALKVMRPVYLNQ 
SDIPTFYIVNVGGGYLDGDRYTMNFNIDSDAKVI 
LTSQGATKIYKTLNDHVEQYQTFN 
IKNNGYAEYVGDPIIAFENAKFYQHNVFNLESTA 
SLFYTDILTPGYSKSDKRFSYTYM 
HLLNEIYVDDALVTFDNMLLDPQKQNVDGLGYME 
DYTHLGSCYF I HPSVNQKF IEQVY 
EEIKHFQHKYDCRFGITHLPTHGFSLRILSNKTQ 
VIESIITAVQCYWKQIFDRDVDF LRKY" 
complement (288133 . .2887 /locus-tag="SSP0260" 



47) 

CDS complement (288133 . .288 

47) 



gene complement ( 288761 .. 289 

50) 

CDS complement (288761 . .289 

50) 



gene complement ( 289443 .. 289 

95) 

CDS complement (289443 . .289 

95) 



7 /locus-tag="SSP0260" 

/note="similar to 
gi | 511070 |emb|CAA8 4509.1 | 
[Staphylococcus xylosus], percent 
identity 97 in 204 aa, BLASTP E(): 
e-109" 

/codon-start=l 
/transl-table=ll 

/product="urease accessory protein 
ureG" 

/protein-id="BAE17405 . 1" 
/db-xref="GI : 72494084" 
/ translation="MTDTIKIGVGGPVGAGKTQL 
IEKIVKRLAKDMSIGVITNDIYTK 
EDEKILVNSGVLPEDRI IGVETGGCPHTAIREDA 
SMNFAAIDELKERNDDIELIFIES 
GGDNLAATFSPELVDFSIYI IDVAQGEKIPRKGG 
QGMIKSDFFVINKTDLAPYVGASL 
DRMAEDTKVFRGNRPFTFTNLKTDEGLDEVIQWI 
EQDVFLKGLA" 
4 /locus-tag="SSP0261" 

4 /locus-tag="SSP0261" 

/note="similar to 
gi 1 15925282 | ref | NP-3 72 816 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 75 
in 229 aa, BLASTP E(): e-100" 
/codon-start=l 
/transl-table=ll 

/product="urease accessory protein 
UreF" 

/protein-id="BAE17406 .1" 

/db-xref="GI: 72494085" 

/ translation="MIDHAHLRLFQFCDSQFPTG 

AFSHSFGLETYIQRDTVHDEESFQ 

QWLVLFLNEQLTYADGLTMRLVYDALNENDTKAI 

LKLDRILFVQNLPKETRQGSKQMG 

NRMVKLASELYDSDWINWYHAQMKDKKASLHPAI 

CFTMLGHHLGVDIETI IDYYLYQN 

VSSLTQNAVRAIPLGQTAGQRIVHKMIPIMKETR 

DHIMTIPASQLGITAPGLEINQME 

HENVNVRIFIS " 

8 /locus-tag="SSP0262" 

8 /locus-tag="SSP0262" 

/note="similar to 
gi | 27468 782 | ref | NP-765419 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 88 in 150 
aa, BLASTP E ( ) : 5e-73" 
/ codon-start=l 
/transl-table=ll 

/product="urease accessory protein 
UreE" 

/protein-id="BAE17407. 1" 

/db-xref="GI : 72494086" 

/ translation="MI IEEIVGNIANFSDSEKGK 



HMEKVYLENSDLVKRIQRVTTDHG 

NEIGIRLKQPIDLQYGDILYKDDKNMIWDVNSE 

DLLVIKPRTLQEMGDIAHQLGNRH 

LPAQFTETEMLVQYDYLVESLLKDLGIPYEHEDR 

KVNKAFRHIGHSHD" 

complement (289906 . .2916 /locus-tag="SSP0263" 

21) 

complement (289906 . .2916 /locus-tag="SSP0263" 
21) 

/note="similar to 
gi | 410516 | emb | CAA52680 . 1 | 
[Staphylococcus xylosus], percent 
identity 96 in 571 aa, BLASTP E(): 
0.0" 

/codon-start=l 

/transl-table=ll 

/product="urease alpha subunit" 

/protein-id="BAE17408 . 1" 

/db-xref="GI : 72494087" 

/ translation="MSFKMTQSQYTSLYGPTVGD 

SVRLGDTNLFARVERDYATYGDEA 

AFGGGKS I RDGMAQNPNVTRDDKQVADLVI TNAM 

I I DYDKI VKAD I GVKNGY I MK I GK 

AGNPDI MDNVD III GAT T D 1 1 S AEGK I VT AGG I D 

THVHFINPEQSQVALESGITTHIG 

G G T G A S E G T K A T T VT P G P Vv H L H RML L AAE S L P LN 

IGFTGKGQAVNHTALVEQIHAGAI 

GLKVHEDWGATPSALDHALQVADDYDVQIALHAD 

TLNEAGFMEETMAAVKDRVLHMYH 

TEGAGGGHAPDLIKSAAYANILPSSTNPTLPYTV 

NTIDEHLDMVMITHHLNASIPEDI 

AFADSRIRKETI AAE DVLQDMGVFSMVSSDSQAM 

GRVGEVITRTWQVAHRMKEQRGLL 

DGDSEYNDNNRIKRYIAKYTINPAITHGISDYVG 

SIDEGKLADIILWEPAFFGVKPDV 

IVKGGLINAAINGDANGSIPTSEPLKYRKMYGQL 

GGNLQSTSMTFVSTTAYENDIGKL 

LGLKRKLRPVHNIRKLSKKDMKNNNATPDLDVDP 

QTYEVFVDGEKITSEPATELPLTQ RYFLF" 

complement (291627. .2920 /locus-tag="SSP0264" 

31) 

complement (291627. .2920 /locus-tag="SSP0264" 
31) 

/note="similar to 
gi|410515|emb|CAA526 79.1 | 
[Staphylococcus xylosus], percent 
identity 86 in 134 aa, BLASTP E(): 
le-63" 

/ codon-start=l 

/transl-table=ll 

/product="urease beta subunit" 

/protein-id="BAE17409 .1" 

/db-xref="GI : 72494088" 

/ translation="MKPGEI IVKRTEIEVNQGHN 

ATILNVKNTGDRPIQVGSHYHFFE 

ANPALQFDHEKAYGKRLDIPAGAAVRFEPGDEKE 

VQLVEYSGKRKIYGFHGDVNGSID 

ESRVYKLEDDSTATEVIAEQDKTSENANKGRG " 

complement (292047. .2923 /locus-tag="SSP0265" 

49) 

complement (292047. .2923 /locus-tag="SSP0265" 
49) 



/note="similar to 
gi | 581787 | emb | CAA526 78 . 1 | 
[Staphylococcus xylosus], percent 
identity 99 in 100 aa, BLASTP E(): 
3e-49" 

/codon-start=l 
/transl-table=ll 

/product="urease gamma subunit" 
/protein-id="BAE17410 . 1" 
/db-xref="GI : 72494089" 
/ translation="MHFTQREQDKLMLVIAADLA 
RRRQQRGLKLNYPEAVAI I SFELL 
EGARDGKTVAE LMSYGKQI LNE DDVMEGVADML T 
EME IEATFPDGTKL I TVHHP IV" 
gene 292565 .. 293467 /locus-tag="SSP0266" 

CDS 292565.-293467 /locus-tag="SSP0266" 

/note="similar to 
gi | 2 74687 78 |ref INP-765415. 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 52 in 294 
aa, BLASTP E() : 3e-88" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17411 . 1" 
/db-xref="GI : 72494090" 
/ translation="MDAIRIVLKNISQVLLLNNA 
WTGLFILLGLFIGSWKVGVMALIA 
SVIALLLAKRTNYSEEEINTGLSGFNPVLTAIAL 
TLFLVPKWYSL I I I LVAI I I TMP I 
GSAFREFFKPFGVPMLTMPYVFVSWLILLMSFQF 
KFVNADVNILPNAIQEIQFSGHHI 
QFINAFLSGFSEIFLLKSVLAGTLILIGIFIASR 
KAGVYAIVANLIGFLAVIVLGANH 
DQINEGLFGYNVILTVLALGIAFRTRIQRPIS IV 
LGILLTWIHAGMTTLLTPYGLPV 
FTLPFIIATWIMLFAGNQMKAQEI " 
gene 293559 .. 295037 /locus-tag="SSP0267" 

CDS 293559. .295037 /locus-tag="SSP0267" 

/note="similar to 
gi I 572866 81 | gb | AAW3 8 775 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 62 
in 485 aa, BLASTP E(): e-175" 
/codon-start=l 
/transl-table=ll 
/product="putative ABC-type 
dipeptide oligopeptide nickel 
transport system periplasmic 
component" 

/protein-id="BAE17412 .1" 

/db-xref="GI : 72494091" 

/ translation="MKKMVALLATTAIVLAGCSG 

SGNESKGKTLNVELPLKTTSIAPY 

ETDVPVKIGSAESLFKAGANGKVQKLLVDTYNQK 

SPTQLDLKLKDDIKFQNGKKVTGQ 

AVKASLEESIKKSDLVKGSLPIKEIKVDGQNVSI 

TTKEAYPELVSELASPFSAIYDTK 

ADSDVTKAPVGTGPYQIKDYKQSQNIKLDQFKDY 

WQGKPKLDHVNVTYQEDGNARSSD 

LSSGKADVITDVPVEKEKTLNQGDKTTTSSVSGF 



295034. .296014 
295034. .296014 



296011. .296832 
296011. .296832 



296825. .297604 
296825. .297604 



RTSLIMYNHTSKKMTKPVREALDK 

WDRES I AKNVSKNHATPATGPFNTKLDF I DKQQ 

VQKQD I DEAKK IMAAQGYTKAHP L 

KL T VS T YNGRP E LPKMAQVL Q S DAKKAN I D I T I R 

NVDDIEGYLKDKSQWDASMYSFGT 

IPRGDTGYFFNQAYKPEGAINAGGYDNAKVTKLI 

DQFNKTVDKTERNRLTNE I I D I TD 

KDKAN S YL T YMDN I VGMNKKVKN LKATPEGIYLI 

DYKVDKAK" 

/locus-tag="SSP026 8" 
/locus-tag="SSP026 8" 
/note="similar to 
gi | 2 7467981 | ref | NP-76 46 1 8 . 1 | 

[Staphylococcus epidermidis ATCC 

12228], percent identity 60 in 308 

aa, BLASTP E ( ) : e-107" 

/ codon-start=l 

/transl-table=ll 

/product="putative ABC-type 

oligopeptide transport system 

permease component" 

/protein-id="BAE17413 .1" 

/db-xref="GI : 72494092" 

/ translation="MILKNILSRIGQMI IVLFVL 

STITFILMKLTPGDPIDKILHLDV 

ANVSSDQIEATKAKLGLDQPVI IQYVQWLGQI IQ 

LNFGTSYQTGEPVIKELIYYTPPT 

LFIAVMTIVWFWAIPLGMIAAKYYHTWLDSLI 

RSVTSFTVSIPSFFLGTILIYVFA 

QKWNLLPSSGLDTMAGYILPVIALSVGMSAYYVR 

LMRSNLVELYQSKEVEAARLRGMS 

ERY I LWQDLFKPAI I P 1 1 TVLGMSVG S L I GGT W 

IENLFGIPGIGHFLVDSIQARDYP 

WQGAVIMIGFFWLANTMSDLLLLWIDPKRRYN 

KPTDIERMKRQDGESL" 

/locus-tag="SSP0269" 

/locus-tag="SSP0269" 

/note="similar to 

gi 12746 79 8 0 | ref | NP-76 46 1 7 . 1 | 

[Staphylococcus epidermidis ATCC 
12228], percent identity 65 in 269 
aa, BLASTP E ( ) : e-102" 
/ codon-start=l 
/transl-table=ll 
/product="putative ABC-type 
oligopeptide transport system 
permease component" 
/protein-id="BAE17414 . 1" 
/db-xref="GI : 72494093" 
/ translation="MKQINRRNMIFYAFAVYFW 
LIIAQFFVSSYSAYEVNLGSSLET 
PNLTHWLGTDDYGRDLFSRVI IGARYTLI ISLIT 
LFITVIIGVPLGLLAGYKKGIVDT 
FIMRLIDIGLS IPEFVLMIALASFFKPSIWNLVI 
AITIIKWMTYTRLTRSWSSEINK 
PYIQMARLFHVPTHVI IFKHFMPQVMPS I IVLMT 
VDFGKIILYISSLSFLGLGAQPPS 
PEWGAMLNVGRD Y ISSYPLLI I VP AC L I T VT ILL 
FNLAGDALRDRLLKGQRDVND " 
/locus-tag="SSP02 70" 
/locus-tag="SSP02 70" 
/note="similar to 



gi I 274679 79 | ref | NP-76 4616 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 49 in 254 
aa, B LAS TP E(): 2e-66" 
/ codon-start=l 
/transl-table=ll 
/product="putative ABC-type 
oligopeptide transport system 
ATPase component" 
/protein-id="BAE17415. 1" 
/db-xref="GI : 72494094" 
/ translation="MTNILEITNLSIADRFGNKL 
IQHVDLGLKKSKVNVLIGESGSGK 
SLTARAMVQQIPNTLDMQYDCMTYEHSEMSDMHN 
LLGKEIGFISQNYTHSFNDHTKLG 
KQLISIYRQHYKTDKKGAQKIVEQALSWVELNPS 
QMMSKYRF S L S GGQLARVQ I AS VL 
MLNPKVI I ADEP I AS LDAVTGVS IMNL I KHLAEV 
HKVTLLLITHNLSHVLDFSDWIHV 
IKNGEMVESNHIDAFKNNDVKPYSLKLFNSRSRL 
KKGDYHA" 

gene 297597 .. 298286 /locus-tag="SSP0271" 

CDS 297597. .298286 /locus-tag="SSP0271" 

/note="similar to 
gi 12746 79 78 | ref | NP-76 4615 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 46 in 230 
aa, BLASTP E ( ) : 2e-55" 
/codon-start=l 
/transl-table=ll 
/product="putative ABC-type 
oligopeptide transport system 
ATPase component" 
/protein-id="BAE17416 .1" 
/db-xref="GI : 72494095" 
/ trans lation="MLNLTDVSFSYKHEAILKKI 
QLSIQADEIVGIVGESGSGKTTLA 
KIMLGLLQPTHGEVI THKERVLPIFQHAVDSFNP 
KF] 

QRLSDLMAYMQLDTKLMDRLPEELSGGQLQRFNT 

IRTLMLEPDILICDEITASLDVIA 

EQRMIDILRHYYKTTHKGMILISHDLAFLNQIVN 

RFIVMKNGEIVDDFETKDLFNVTR 

HEYTKTLLSIY" 

gene 298529 .. 299440 /locus-tag="SSP0272" 

CDS 298529. .299440 /locus-tag="SSP0272" 

/note="similar to 
gi I 57286 403 | gb | AAW3 8 49 7 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 55 
in 302 aa, BLASTP E(): 5e-91" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
f errichrome-binding lipoprotein 
precursor" 

/protein-id="BAE17417. 1" 

/db-xref="GI : 72494096" 

/ translation="MKKLIFPLLALMLILAACGN 

NSSDDASKKDKKEKTYTQDSGKKV 

KIPKDPKRIWLGATYAGGLKELDANIVGVANIV 

DDSKVLKDKFKDVDKVDAENVESV 



AKLKPDLIITYNTDKNLKKLNKVAPTIAFDYMKH 
DYKEQHKELGK I VGKEDKAE DW I K 
DWEEKTKDDGNEIKDAIGEDTTVSI IKDFDKKIY 
ALGKTYGHGSEILYDSFGLKMPEK 
VEKATKKNDLADISEEQIPEMSGDYWTPVAKGA 
DLSFENKDIWKNTEAVKNGKTFKV 
DEGIYWLNDPYSLDYERKDLKEKLLNH" 
299742. .300155 /locus-tag="SSP0273" 
299742. .300155 /locus-tag="SSP0273" 
/note="similar to 
gi 154022168 | ref | YP-116 410 . 1 I 
[Nocardia farcinica IFM 10152], 
percent identity 31 in 114 aa, 
BLASTP E() : 2e-ll" 
/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17418 . 1" 

/db-xref="GI : 72494097" 

/ translation="MKKQQKIDNWVQLTKYVNYI 

DTMIEKKLKQEYNLSVKEFYVLYE 

IYKAKGKKYKINDLIKIVDLSQSAMSRLIVRIEK 

PTKALWRQECLEDHRAMYIYLTE 

EGQDITEKALNTYESLISKVSFSNIRKLSQIDSI 

D" 

complement (300295. .3017 /locus-tag="SSP0274" 
22) 

complement (300295. .3017 /locus-tag="SSP0274" 

22) 

/note="similar to 
gi I 5728652 4 | gb | AAW38618 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 80 
in 472 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 
/product="putative amino acid 
transporter " 

/protein-id="BAE17419 .1" 
/db-xref="GI : 72494098" 
/ translation="MKGFFNKILKREDPSVYQVK 
DAHLNRTLRVKDFLALGVGTIVST 
SIFTLPGWAAQHTGPAVALSFLLAAWAGLVSF 
AYAEMS S AMPF AG S AY S W I N WF G 
E VF G WVAG WAL L AE Y F I AVAF VA S G F S AN L RG L V 
SPLGIELPKSLSNTLGTDGGI IDI 
VAAWILLTACLLSYGVSAAARIENILWIKVLA 
VLLFIWGLTAIDLSNYVPFIPEH 
KVTETGSFGGWQGIYAGVSMIFLAYIGFDSIAAN 
SAEAINPQKTMPRGILGSLAIAVI 
LF VAVS LVLVGMF T Y S AY ADN AE PVGWALRQSGF 
GWAAI VQAI S VIGMFTAL I GMML 
AGSRLLYSFGRDGLLPSWLGKLNKKNLPNRSLI I 
LTVIAVI IGSMFPFAFLAQL I SAG 
TLVAFMFVSIGIFGLRPREGKDIPMPAFKMPFYP 
VMP 1 1 TFVS WWFWGLGAE AKL Y 
TLIWFIIGLLI YLLYGVKHSKKRQS " 
302176. .302556 /locus-tag="SSP0275" 
302176. .302556 /locus-tag="SSP0275" 
/note="similar to 
gi I 57286497 | gb | AAW38591 . 1 | 



[Staphylococcus aureus subsp. 

aureus COL], percent identity 46 

in 123 aa, BLASTP E(): 3e-23" 

/codon-start=l 

/transl-table=ll 

/product="putative glyoxalase" 

/protein-id="BAE17420 . 1" 

/db-xref="GI : 72494099" 

/ translation="MNIQSSWLNLPVKDLKASAT 

FFENIGFTI KKNEAVL DKMRG I E T 

ADHKIIMLIEQGQFEKVAQQSDIVRHEALVSVSV 

KEAAEVDDLLNHVETAGGKVLQRG 

TKHEGFYGGLFSDIDGHLFNI I AM" 

302607. .303410 /locus-tag="SSP0276" 

302607. .303410 /locus-tag="SSP0276" 
/note="similar to 
gi | 16799517 | ref | NP-469 785 . 1 | 
[Listeria innocua Clipll262], 
percent identity 48 in 269 aa, 
BLASTP E() : 8e-69" 
/codon-start=l 
/transl-table=ll 
/product="putative hydrolase" 
/protein-id="BAE17421 . 1" 
/db-xref="GI:72494100" 
/ translation="MIKAIAVDKDGTFLKSDHTY 
DKAYFNRL YQK I VQQN I KF I VAS G 
NQYAQLRSFFPDKVDNITFVAENGAVTYQNDALL 
TAHYFDQQLIFEVLEMIHQTYHIS 
DWLSGIHSAYVSDESSDEFLNFIRNYYYDIKKV 
ASFNEITEDHFVKIALRIKDEDLV 
KQVTNEIEQRYKGKIRAVTSGNDSVDLILPSVNK 
GVAIKELLKEWDIQQDELLAFGDA 
NNDLEMLGLTIHSYAMANCSDELAAIAKHRAPSN 
DESGVLQVIERYLQQ" 

complement (303493 . .3039 /locus-tag="SSP0277" 

15) 

complement (303493 . .3039 /locus-tag="SSP0277" 
15) 

/note="similar to 
gi 12746 702 8 | ref | NP-763665 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 41 in 144 
aa, BLASTP E ( ) : 6e-27" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17422 .1" 

/db-xref="GI : 72494101" 

/ translation="MYKKILLAYDFDNSFNNVPK 

ELENLTNGVENAEVTVFNVIPESE 

LETSVRYDNKHFEDLANEKNEVLSPFIQQLEALD 

L T VT VKF S AG Y I KQ A I L T E VKEN A 

YDIIVMSNTREKSDIKNILGNVTHKIASNVDIPV 

LIVN" 

complement (304025. .3050 /locus-tag="SSP0278" 
92) 

complement (304025. .3050 /locus-tag="SSP0278" 
92) 

/note="similar to 

gi I 15925579 | ref | NP-3 73 1 13 . 1 | 



[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 71 
in 353 aa, BLASTP E(): e-151" 
/codon-start=l 
/transl-table=ll 

/product=" putative dihydroorotate 
dehydrogenase " 
/protein-id="BAE17423 .1" 
/db-xref="GI : 72494102" 
/ translation="MYKLIKPMLFQFDPEKAHGM 
TIDALKFVQNHPKLLPVIKKIFHY 
ENDSLNQNLKGIHFANPIGLAAGFDKSCEVPKAL 
ENAGFGSIELGGITPKPQPGNPKP 
RMYRLVE DQAL I NRMGFNN LGMNKALSYLRKHRY 
QIPVGLNVGVNKSTPYEARYEDYI 
KVIDTFKNDVTFFTVNISSPNTENLQSFHDKDEF 
SQLCEAI QT YK YKE S LNVP I F I KL 
TSDLSLDGLGAMLTPITQTFDGI ILANTTQQREA 
LHSNHREETGGLSGKPLFERNLKL 
ISYAYKQTDGQFLI IGTGGIFNAEDVIKMMRQGA 
SLVQIYSALVFEGPGLTQKLNKQL 
AHYLKSNGYNNVNE I I GLDVK " 
gene 305344 .. 306201 /locus-tag="SSP0279" 

CDS 305344. .306201 /locus-tag="SSP0279" 

/note="similar to 
gi | 49487367 |ref IYP-044588.1 | 
[Staphylococcus aureus subsp. 
aureu II A4 < J, percent identity 
71 in 283 aa, BLASTP E(): e-117" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17 42 4. 1" 

/db-xref="GI : 72494103" 

/ translation="MNQAWQSQLPLSHIKNIVPV 

SGGDVNDAFRIETDQEDYFLLVQR 

KRKSTFFDAEIAGLNLFEKVGITAPRVIDSGEIE 

DDAYLLLTYLDEGVSGSQEALGQL 

VARMHSEQQADNQFGFDLPYEGGDISFDNSWTNS 

WITLFVEKRLDKLKDRLVQQGLWG 

DADVTQYQAVRRVIVNELESHNSKPSLLHGDLWG 

GNYMFLTDGSPALFDPAPLYGDRE 

FDIGITSVFGGFTQAFYDAYHKHYPLSEGADVRL 

EFYRLYLLMVHLVKFGEMYAGSVD 

RSMQKILNQ" 

gene complement ( 306535 .. 3067 /locus-tag="SSP0280" 

68) 

CDS complement (306535. .3067 /locus-tag="SSP0280" 

68) 

/note="similar to 
gi I 572 86496 | gb | AAW38590 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 69 
in 72 aa, BLASTP E(): le-23" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17425. 1" 

/db-xref="GI : 72494104" 

/ translation="MTLLDRINELANKEKIETLS 



IEEKEEQQTLRQEYLKMIRGQVIH 
TFSTLKWDPLGEDVTPDKVYQLREEMGTLDID" 
gene complement ( 3 06 746 .. 3 077 /locus-tag="SSP0281" 

23) 

CDS complement (306746 . .3077 /locus-tag="SSP0281" 

23) 

/note="similar to 
gi 126989208 | ref | NP-7 4 4633 . 1 | 
[Pseudomonas putida KT2440], 
percent identity 42 in 312 aa, 
BLASTP E() : le-6 4" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17426 .1" 

/db-xref="GI : 72494105" 

/ translation="MTTIQKHNGFKRTFQQGHLT 

LGLMLPFDNSENIALSFENQVDLA 

QYAENLGFTSLFVRDNPLYSPHLGNVTTNYDPFV 

FLSYLSAKTSKIALGTSSIVATLR 

HPIHTAKAATSLDLISDERFLLGLATGDRPFEFP 

AFKIKETQLSKQFQDAIYAMNDLW 

QSHSPKISNSIFELYEDSGLQILPKHNHIPMFAT 

GYSRQELSWIKKNMDGLMFYPQPF 

FMHPLVIDLSLNPNEL 
VKPIKGGYRLGRNTLLNILKSYEK 
IGTNHMMLHLTSNDRPYKSLLTEVGDYI IPHFPP 
HLSQEEKNNDITRQN" 
gene 307968 .. 308750 /locus-tag="SSP0282" 

CDS 307968. .308750 /locus-tag="SSP0282" 

/note="similar to 
gi I 9968803 | emb | CAC06168 . 1 | 
[Staphylococcus warneri], percent 
identity 44 in 264 aa, BLASTP E(): 
4e-56" 

/codon-start=l 
/transl-table=ll 

/product=" glutamyl endopeptidase 
precursor" 

/protein-id="BAE17 42 7. 1" 

/db-xref="GI : 72494106" 

/ translation="MLKRKLRGGLIFI IALLCTV 

ISINGNTYAATQTHQSTDQSAQSE 

DAKVGTNQIKTRWLPNDDRTQIENTTNGHYQSV 

GYISIGDNIATGWIDKNTVLTNK 

HVANLSEGNMNFSPAAQNENTMPYGTFSEKEIEV 

YPGNEDLALIHLNKNKDEQSVGDV 

VQPATLKDAS AVTKDMP I TVTGYPGDKS LATMWE 

SKGQILNTNTTEFEYNASTFGGNS 

GSPVFNENNEVIGIHQGGIEGESNSAVAMTDDVL 

SFINKNKS" 

gene complement (308808 .. 3093 /locus-tag="SSP0283" 

71) 

CDS complement (308808 . .3093 /locus-tag="SSP0283" 

71) 

/note="similar to 
gi I 5728649 4 | gb | AAW38588 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 50 
in 185 aa, BLASTP E(): 2e-48" 
/ codon-start=l 



/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17428 . 1" 

/db-xref="GI : 72494107" 

/ trans lation="MTTTHVDPRVTRTKKLLMDA 

FREIAKEKKLQTITIKDITERATV 

NRATFYAHFYDKYDIMDYTLSETVLKNLNDALDV 

SSELNETTLSSSFITITSYIQETH 

NECKLNSEAYGQWEKRVKEELEDIFLTLLVQQH 

PNETRESLAASARFLSWGLYGTAK 

HWFHSSQLSANDYIEGALPFLMKQILK" 

complement (309542 . .3102 /locus-tag="SSP0284" 

94) 

complement (309542 . .3102 /locus-tag="SSP0284" 
94) 

/note="similar to 
gi | 453586 82 | ref | NP-9 8 8239 . 1 | 
[Methanococcus maripaludis S2], 
percent identity 46 in 239 aa, 
BLASTP E() : le-62" 
/codon-start=l 
/transl-table=ll 
/product="truncated conserved 
hypothetical protein" 
/protein-id="BAE17429 .1" 
/db-xref="GI : 72494108" 
/translation="MIWSTLGFVFFYMPITFVAN 
YSPGWLISATWQLTIICGLLLAPL 
FYEYVQINHQQIKVRERISWRSVGTSSIMVLGW 
LVQIPQVSHIEIQVFIMSVLPLII 
GAFCYPLGNRKMMILVDNQLNTLERIYGMTLVTL 
PIWWIFICGVLKSGPPSSNQLLQ 
TFIVAVFSGIIATTLFFYATNMVKHNQAKLGAVE 
STQATEIIFTLIGEMLLLDLPLPS 
TVSMIGII IITLGIFIYSFMNSI IKENNNMTL " 

complement (310347. .3105 /locus-tag="SSP0285" 

05) 

complement (310347. .3105 /locus-tag="SSP0285" 
05) 

/note="similar to 
gi 1 160 78291 | ref | NP-389108 . 1 | 
[Bacillus subtilis subsp. subtilis 
str . 168], percent identity 63 in 
44 aa, BLASTP E(): 3e-08" 
/codon-start=l 
/transl-table=ll 
/product="truncated conserved 
hypothetical protein" 
/protein-id="BAE17430 . 1" 
/db-xref="GI : 72494109" 
/ translation="MRAILIGILGALFFSVTFIL 
NHAMAKDEGNWLFSAS LRFF I YVP HTFYNY I H " 
310801. .312078 /locus-tag="SSP0286" 
310801. .312078 /locus-tag="SSP0286" 
/note="similar to 
gi | 2746829 0 | ref | NP-764927 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 66 in 421 
aa, BLASTP E ( ) : e-175" 
/codon-start=l 
/transl-table=ll 



/product="D-serine D-alanine 
glycine transporter" 
/protein-id="BAE17431 . 1" 
/db-xref="GI : 72494110" 
/ trans lation=" MFLGAGQSIHLAGPSILLTY 
I IVGFVLFMFMRAMGEMLLSNTEF 
NSFADITHEYVGPLAGFITGWTYWLTWI ISGMAE 
VTAVAKYVS F W YL D I PNWLTALAC 
VLLLMSFNLLSTKLFGELEFWFAI IKWTIVALI 
IVGIVMIIMAYKTPFGHASVSNIY 
RHGGVFPNGMSGFLMSFQMAI F SFVG I EMI G I TA 
GETKNPHKTIPQAINNVPLRILLF 
Y I GAL AVI ISIIPWNELDPEGSP F VKVF AL VG I P 
F AAGMI NF WL T AAAS ACN S G I F A 
NSRTLFGLSDRKQAPPKFQATNRKGVPWAILVT 
CALLLFAVLLNYFIPNATTVFVYI 
STVSTVLNIFIWTI IMIAYVRYTKARPDLHKQSR 
YKMPGGKIMS I C 1 1 AFFVF IFGVL 
FVNPETRIGVI LAPLWL I VLALMYRQYKKHTVE " 
gene 3 12 13 7 .. 3 13 0 8 4 /locus-tag="SSP0287" 

CDS 312137. .313084 /locus-tag="SSP0287" 

/note="similar to 
gi I 572866 8 8 | gb | AAW3 8 782 . 1 | 
[Staphylococcus aureus subsp. 
aureus COLJ , percent identity 74 
in 311 aa, BLASTP E(): e-135" 
/codon-start=l 
/transl-table=ll 

/product= "putative inosine-uridine 

preferring nucleoside hydrolase" 

/protein-id="BAE17432 .1" 

/db-xref="GI: 72494111" 

/ translation="MSKKIIMDCDPGHDDAIALI 

LAGAQN SPLDILAVTTVAGNQSVE 

KllTKllALnYLEYl-IGRDDISVSVGATRPLIKPASF 

ASQIHGDSGLDGPKLPEVPALKPT 

QKQAVDVIIETLKQSKEPVTLVATGPLTNIATAL 

IKEPNITQHIESITIMGGGTFGNW 

TP T AE FN I WVD AE AAKRVF E C G VC I N VF G L D VT H 

QVLATDHVIDRFKQIKNPIANFW 

ELLEFFKSTYKTHFDMDGGPIHDACTILYLMQPD 

LFTMQHTHIDIEHQSPLTYGTMSV 

DLNDIMNKEKNAYFATAVDVASAWTLMENMLASY 

EKHTH" 

gene 3 132 70 .. 3 13 854 /locus-tag="SSP0288" 

CDS 313270. .313854 /locus-tag="SSP0288" 

/note="similar to 
gi I 15923202 | ref | NP-3 70 736 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 58 
in 188 aa, BLASTP E(): le-59" 
/codon-start=l 
/transl-table=ll 
/product="putative peptidase" 
/protein-id="BAE17433 .1" 
/db-xref="GI : 72494112" 
/ translation="MKNVMKWIVLLI I I IVPLTW 
LILNINDIKENMNETFTTQNQDAD 
QGESEDSFSKFFDGSRETENFGEYEFSEFDGKHY 
GIDYHLPEDTPIKAAADGKVTRTF 
DDDLGGKVIQIAESNGEYHQWYMHLNEFKVEVGD 
DVKAGDTIALSGNTGEQTTGAHLH 



FQRMEGGVGNDYAIDPKDYVEDLPNGEESLFEVE 



complement (314030 . .3146 /locus-tag="SSP0289" 
95) 

complement (314030 . .3146 /locus-tag="SSP0289" 
95) 

/note="similar to 
gi | 15614312 | ref | NP-2 42615 . 1 | 
[Bacillus halodurans C-125], 
percent identity 34 in 204 aa, 
BLASTP E() : 9e-32" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
DNA-3-methyladenine glycosidase " 
/protein-id="BAE17434. 1" 
/db-xref="GI : 72494113" 
/ translation="MNTWQISVQDACVQTLIKQD 
ATLAQLINQIGDLQIQTRADPLKS 
LIRSIIGQQITVAVAQSIFQKLSIAIDDHWTVNQ 
LSQLRESEMKALGLSQSKINYIQN 
VLFAVRNGQLNFEQLYKMDDNSVINALTQIKGIG 
RWTAEVF LLFTLQRKNILPIY DVG 
LQRAAQWLYQTTKAERKKQLTICKEQWQGCASIG 
AFYLWEAIHQDLLQYDSIYDIPKD HKN" 

complement (314706 . .3150 /locus-tag="SSP0290" 

59) 

complement (314706 . .3150 /locus-tag="SSP0290" 
59) 

/note="similar to 
gi I 49482472 | ref | YP-039696 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
70 in 118 aa, BLASTP E(): le-42" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17435. 1" 
/db-xref="GI : 72494114" 
/ translation="MTIEIQRIYENNQSEGTRIL 
VDRVWPRGISKEDANLDFWLKELA 
PTTELRKWFNHDPKLYAAFKEKYAKELRDNESQK 
EAFEKLKS I I SNTENDVI LLFAAK 
DEQHNQAWLQDLLN" 
315191. .315619 /locus-tag="SSP0291" 
315191. .315619 /locus-tag="SSP0291" 
/note="similar to 
gi 130019 492 | ref | NP-83 1123 . 1 | 
[Bacillus cereus ATCC 14579], 
percent identity 29 in 148 aa, 
BLASTP E() : 6e-14" 
/codon-start=l 
/transl-table=ll 
/product="putative 6-pyruvoyl 
tetrahydrobiopterin synthase" 
/protein-id="BAE17436 .1" 
/db-xref="GI : 72494115" 
/ translation="MSKFDHIQPPDHFRYKEGEV 
LIKNYYEFTCDNRIYFTQTVHKDL 
ENQTYKFNI E I L S S I DAYGLAMDFNEVDKL YERE 
IAPYIDGQLVNETLPEMNTTAENI 



316134. .317177 
316134. .317177 



317703. .318434 
317703. .318434 



318702. .319859 
318702. .319859 



AIWIWHQFNKHLPENNSLQKLEFFETDTQGLVLT 
TELMDK" 

/locus-tag="SSP0292" 
/locus-tag="SSP0292" 
/note="similar to 
gi | 27469047 | ref | NP-765684 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 63 in 342 
aa, B LAS TP E(): e-125" 
/ codon-start=l 
/transl-table=ll 
/product="putative regulatory 
protein" 

/protein-id="BAE17437. 1" 

/db-xref="GI : 72494116" 

/ translation="MIKVSPKQFLYNVLSGVAIA 

IVAGLIPNAILGELFKLFAPKSSV 

FTTLLQWESIQFTVPLLVGALIAMRFKLSPLAT 

AWASSAFVGSGAAQFKDGVWLLV 

GVGDLINTMLTAAIAVFLILLVGEKFGSLTLI IL 

PTIVGVIASVIGVFTLPYIQMITT 

GIGNLVNSFTELQPVLMSML I ALVFSF I I I SP I S 

TVATALAIGINGLAAGSASLGIVA 

C E G AL VAG T L K I N RAG VP L T I F L G G VKMM I P N MV 

RHPIILLPIFTNALITGLVGGLIG 

IGGTKESAGFGI IGLVGP I SAFRFMEHS I I LNLV 

FVFIAFFWPFVMGYLINTLYMKI 

LKI YDREIFKFLA" 

/locus-tag="SSP0293" 

/locus-tag="SSP0293" 

/note="similar to 

gi I 57286492 | gb | AAW3 8586 . 1 | 

[Staphylococcus aureus subsp. 

aureus COL], percent identity 47 

in 240 aa, BLASTP E(): 2e-48" 

/codon-start=l 

/transl-table=ll 

/product="similar to 

immunodominant antigen A" 

/protein-id="BAE17438 . 1" 

/db-xref="GI : 72494117" 

/ translation="MKKTILASSLAVALGVTGYA 

ATADHNQAHASEENIDQAHLADLA 

QNNPEQLNEKPLHAGAYNYDFVLGGNEYTFTSDG 

QTWSWNYTTAGAQS AS SNT IQDVT 

AQATTHTNETSANEVRTQQQSSNTEVAAVEAPKA 

SSNTNVQTAQTSTSTKSTTTTTTT 

STSSIDAIANQMAERTGVSASQWKGVIQRESGGN 

ANAVNASSGAYGLFQLLGHGEHAG 

MS VQDQMDKAVEVYNNQGAGAWVAW " 

/locus-tag="SSP029 4" 

/locus-tag="SSP029 4" 

/note="similar to 

gi I 57286 483 | gb | AAW3 8577 . 1 | 

[Staphylococcus aureus subsp. 
aureus COL], percent identity 73 
in 384 aa, BLASTP E(): e-169" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
aminotransferase" 
/protein-id="BAE17439 .1" 



/db-xref="GI : 72494118" 

/ translation="MVISDRLAQVPDSYFAKTMG 

QPVEHGPLPLINMAVGIPDGETPT 

GIIDCFTDALREPNNQKYVAFHGKETFKQAIVDF 

YQRQYDWLDKDDEVC I LYGTKNG 

LVALPSCIVNPGENVLLPDPGYTDYKAGVLLADA 

HPQPLVLEPPYYLPQWDKVDRDIL 

KNTRLVYLTYPNNPTGSVATQAVFDEAVAQFKGT 

KTKIVHDFAYSAFGFDHKNPSILQ 

TEGAKDLAI EVF S L SKGYNMS GFRVGF AVGNKDM 

IQALKKYHTHTHAGMFGALQDAAT 

YALNHYDDFLDEQSNIFKQRRDTFEAKLKEENIP 

FEPMKGGIFLWLKTPPNFDGESFV 

DYLLQEQSILVAPGIPFGEHGKNYVRISLALDDE 

QLKVAAERIQSLRHLYE" 

319885. .320883 /locus-tag="SSP0295" 

319885. .320883 /locus-tag="SSP0295" 
/note="similar to 
gi | 21284209 |ref INP-6 4 72 9 7. 1 | 
[Staphylococcus aureus subsp. 
aureus MW2 ] , percent identity 63 
in 332 aa, BLASTP E(): e-123" 
/codon-start=l 
/transl-table=ll 
/product="putative D-specific 
D-2-hydroxyacid dehydrogenase" 
/protein-id="BAE17440 .1" 
/db-xref="GI : 72494119" 
/ translation="MTRIKLFGVRNEDKAFIEAW 
SNKHKVEVDLDEDLLTCETVSRVK 
GFDGVSISQQIPLDETIYKQLHDFGIKQIAQRSA 
GFDIYDFELAEKYNLI ISNVPSYS 
PHSIAEYTVSQALNLVRNYNDIQQKTAEYDFRWQ 
PDILSRSIRDLKVAVIGTGRIGSI 
VAKIFAQGFDAEVTAYDIAPNDDYRSFLTYASTI 
NEAIQNADIVTVHIPASKENDYLF 
DETLFNEFKPGSVF INCARGT I VKT SAL I DAL DR 
GLIKGAALDTYEGEKGLFPSDQRH 
TAFNDDMLKQLIERPDVIVSPHIAFYTDAAVENL 
IVDALDATMEVIKTGDTRLRVN" 

complement (32 093 4. .3211 /locus-tag="SSP0296" 

40) 

complement (320934. .3211 /locus-tag="SSP0296" 
40) 

/note="similar to 
gi 157286481 | gb | AAW3 85 75 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 65 
in 67 aa, BLASTP E(): 6e-19" 
/codon-start=l 
/transl-table=ll 
/product="putative copper 
chaperone" 

/protein-id="BAE17441 .1" 

/db-xref="GI : 72494120" 

/ translation="MATETIQVEGMSCDHCKHAV 

ETALTELDGVSTADVSLEAGNVKV 

DFDDDKVTMPQMKDAIEDQGYDVK" 

complement (321186 . .3235 /locus-tag="SSP0297" 

70) 

complement (321186 . .3235 /locus-tag="SSP0297" 
70) 



/note="similar to 
gi | 49487336 | ref | YP-0 44557 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
73 in 795 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 
/product=" copper- transporting 
ATPase" 

/protein-id="BAE17442 .1" 

/db-xref="GI : 72494121" 

/ trans lation="MTEQKKTTIGITGMTCAACA 

NRIEKNLNKLDDVEANVNVTTEKA 

TISYNPESTSADDLTKTIEKTGYGVLNETAELDV 

IGMTCAACSNRIEKVLNRTDGVDQ 

ATVNLTTENAT ISYNP SAT SVDAL I KKI QKI G YD 

AQPKKEVAEKSSQKELELRSKLVK 

LIISAVLAAPLLLTMLVHLFGIQIPSIFMNPWFQ 

F I L AT P VQF IIGWQFYVGAYKNLR 

NGSANMDVLVALGTSAAYFYSLYEMVKWLFNANV 

MPHLYFETSAVLITLILFGKYLET 

RAKTQTTNALSELLNLQAKEARVLRDNKEQMIPL 

NDWEGDYLI IKPGEKIPVDGKI I 

KGKTSIDESMLTGESMPVEKVQDDNVIGSTMNKN 

GSITVKATKVGKDTALASI IKWE 

EAQGSKAPIQRLADVISGYFVPIWGIAVLTFI I 

WIAFVQQGQFEPAL" 

CPCALGLATPTSIMVGTGKAAENGILFKGGEHIE 
RTHQ I DTWLDKTGT I TNGKPWT 
DFDGDEEALQLLASAEKGSEHPLADAIVNYAQTM 
NIKLLDTTDFEAVPGRGIKANISG 
KNLIVGNRQFMNDENVDIKDSEDIMTQFEKSGKT 
AML I AINQE YRGMVAVADTVKD S T 
ATAIKQLHDLNIKWMLTGDNERTAQAIANEVGI 
DTIIAQVLPEEKAAKIKSLQTQDK 
T I AMVG DG VN D AP AL VQ AD I G I A I G T G T E VA I E A 
ADVTILGGDLLLIPKAIKASKATI 
RN I RQN L F WAF G YN VAG IPIAALGLLAPWIAGAA 
MALSSVSWTNALRLKRMKL" 
gene complement ( 323745 .. 3251 /locus-tag="SSP0298" 

96) 

CDS complement (323745. .3251 /locus-tag="SSP0298" 

96) 

/note="similar to 
gi 132 47056 8 | ref | NP-863238 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 70 in 482 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="sulf ate permease" 
/protein-id="BAE17443 .1" 
/db-xref="GI : 72494122" 
/ translation="MLNKLKSEWLTAPGTNVLAG 
IWALALIPEAISFSIIAGVDPMV 
GLYSSFIIAWISFVGGRPAMISAATGSVALVIV 
PLVKDHGVQYLLAATILMGI IQI I 
FGILKIGRLMKFIPNSVMIGFVNALAIMIFMTQI 
KHIFGISIPTYLFVISTLLI IYLL 
PRVFNKVPAPLVAI ILLTITYLITGAKVETVGDL 
GAINRSLPQFFIPDVPFNLQTLQI 
IFPYSLSMAIVGLVESLLTARIVDQATDTYSSKN 



QESRGQGIANWTGFFGAMGGCAM 
IGQSVINVRSGATTRLSTFTAGIFLI ILI I IFGD 
WWQ I PMP I L AAI MVMVS I G T F D W 
RSFKFIKKAPRTDAFVMILTVAIVLISNNLALGV 
IVGVWSALCFATKI SNVWTYEE 
EDDTIHYYITGQIFFVSIDSLMNQLDLELRHKTI 
YLNFKDAHLWDDSAVNAI DTL I DN 
YHKKNNTIYVQYLNKDSRKIVNELSKVNQQHLL" 
gene 325396 .. 326 157 /locus-tag="SSP0299" 

CDS 325396. .326157 /locus-tag="SSP0299" 

/note="similar to 
gi | 27469318 | ref | NP-765955 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 69 in 253 
aa, BLASTP E ( ) : 9e-9 8" 
/ codon-start=l 
/transl-table=ll 
/product="ABC-type transport 
system involved in lipoprotein 
release ATPase component" 
/protein-id="BAE17444 . 1" 
/db-xref="GI : 72494123" 
/ translation="MSILKVEGLTKSYGNRHRQQ 
EVLKGIEFSIEKGEFVSIMGPSGS 
GKTTLLNVLSS IDYITSGTVEINGHKLNEMSNKA 
LADFRKKEVGF IFQNYSVLNTLTV 
KENIMLPL5 IQKMSKEEKEKNYKEVTEALGIQEL 
GDKYPNE I SGGQQQRTAAARAS VH 
KPAIIFADEPTGALDSKSAQDLLHRLEDLNKNMN 
ATIVMVTHDPVAASYSNRVIMLKD 
GNIHSEVYQGEDTNQAFYKNI IHMQTALGGVAHE 
L" 

gene 326147 .. 328042 /locus-tag="SSP0300" 

CDS 326147. .328042 /locus-tag="SSP0300" 

/note="similar to 
gi | 27469319 |ref INP-765956 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 53 in 633 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 
/product="ABC-type transport 
system involved in lipoprotein 
release permease component" 
/protein-id="BAE17445 .1" 
/db-xref="GI : 72494124" 
/ translation="MSFNQIVLKNLRQNLRHYAM 
YIFSLIVSIVLYFSFVTLKYTDSI 
NNANSIGI IKKGSWGSYFLFVI I IVFLMYANQL 
FVKRRTREFALYQLIGLTRSNILR 
MILIEQIAMFLVTSVIGI IVGVFGSKILLMIVLK 
ILDISTSVSLTFQFPAVTQTVLLV 
IVAMCLIMIQSFIFLRKRSILSMMNDSSKSEATK 
NNISIAEVISGILGIAMI IFGYYM 
STEMFGKFASGMMFTPFI ILFLTWGAYLFFRSS 
VSVIFKTIKNAKHGKVSITDWFT 
SSI MHRMKKNAL SLTIIATISAVTVTVLCFGAIS 
KATIDDNVKLSSPQDFNFTEQKQA 
EAFENKLDEAHIGYDEQYKELERVKVTKDSFFKE 
SGGTGNMMPTEMFITSNQYFKDKD 
ITGNKAKITNLAAAGGFAQHNDQGI IKLKSKPDQ 
SIKVIDSNEDVHFSSEVSYAGPVL 



IVSEDKYNQLKQSAVETKHQYGYNLEKQSDWKAA 
NKIAKSINPDIQSQKTQRQDMNDS 
VGILLFVTAFLGLAFLVAAGCI IYIKQMDETEDE 
IPNFRILRKIGYTHQDMLKGLGLK 
VIFNFGLPLIVSLLHAYFAAKAFMFLMGGSTMTP 
IYIVMIAYSIVYGIFAVMAFVHSS RIVRHSI" 
gene 32 82 13 .. 329 0 82 /locus-tag="SSP0301" 

CDS 328213 . .329082 /locus-tag="SSP0301" 

/note="similar to 
gi | 2 7469035 | ref | NP-7656 72 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 80 in 289 
aa, BLASTP E ( ) : e-134" 
/ codon-start=l 
/transl-table=ll 

/product=" putative dehydrogenase" 

/protein-id="BAE17446 .1" 

/db-xref="GI : 72494125" 

/ translation="MNLLEFHKQIKGYTQDRQPG 

IQKDMNPQPITEMESYKSGGKLKG 

KVALITGGDSGIGRAIAVLYAKEGANVAIGYYDE 

HEDAEAWEQ I S S LGVTAKAYAHD 

LKKVEDSQKL I EKWADFGELN I LVNNGGVQFPQ 

DHFEDIAPEQIKETFETNIFGMMF 

LSQAAVPHLKEGDAI INTTSVTAYRGSAHLIDYS 

ATKGAIVAFTRSLATTLMSKGIRV 

NAVAPGPIYTPLIPATFSEDKVENQGGETPMERR 

GQPAE LAP S YVF LAS YAD S S Y I T G 

QVIHVNGGDYITS" 

gene complement ( 329318 .. 3295 /locus-tag="SSP0302" 

87) 

CDS complement (329318. .3295 /locus-tag="SSP0302" 

87) 

/note="partial similar to 
gi I 49398117 | ref | YP-03 1716 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
51 in 82 aa, BLASTP E(): 8e-19" 
/codon-start=l 
/transl-table=ll 

/product=" truncated hypothetical 
protein" 

/protein-id="BAE17447 . 1" 

/db-xref="GI : 72494126" 

/ translation="MLLTVAFFSFDKFDRFNPLL 

KKETSYAIVKLNTQYYQDLSIYSK 

QGEKRSYKVSFNGYNPSEQYVKLKHKGTYVEHIE 

YIIKQSFPSLK" 

gene complement (330076 .. 3302 /locus-tag="SSP0303" 

82) 

CDS complement (330076 . .3302 /locus-tag="SSP0303" 

82) 

/note="similar to 
gi | 2 7469 036 | ref | NP-76 56 73 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 41 in 68 
aa, BLASTP E ( ) : 2e-10" 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17448 .1" 
/db-xref="GI : 72494127" 



/ translation="MKFLIKGAIAWI ILGWKT 
FEDHDVTAEATNYYNQVKNGE I LQ 
SIENVNFDGIKNLDFEKLIPSDFF" 

complement (330419 . .3318 /locus-tag="SSP0304" 

40) 

complement (330419 . .3318 /locus-tag="SSP0304" 
40) 

/note="similar to 
gi | 52079191 | ref | YP-0 779 82 . 1 | 
[Bacillus licheniformis ATCC 
14580], percent identity 57 in 466 
aa, BLASTP E ( ) : e-149" 
/codon-start=l 
/transl-table=ll 
/product="putative di- and 
tricarboxylate transporter" 
/protein-id="BAE17449 .1" 
/db-xref="GI : 72494128" 
/ translation="MKQKIGLILGPLLFI IFYFI 
PAITGLADAPRAVLAVTLFVATWW 
ITESIPIPATSLIPLILLPLTGGTDEVIAASAYA 
DPIVFMYMGGFI IALAIEKWNLHK 
RIAMTIISMMGTSSNRIILGTMIATAFISMWISN 
AATALMMLP IALAL I QE I KDAQFL 
KPASASKFSKALLLTVAYSASIGGLATLIGSVPN 
AVFAAVAS SSL DRKVS FAQWM I FA 
VPLTVILLAILYFLLTKWLFKIEDADQISSDFAK 
KALHDLGPMSKEEKLTGIVFLLVS 
LLWIFGGLLPETLHITDTI IAMFGAVLLFLIPAK 
NAKGGLLVWDDMNKLPWGILLLFG 
GGLSLAAAFEDSGLTKWFGGMLGIVKPLPFILIV 
IVLTTAILFLTEVMSNTAVSNMLM 
PISIGFAAAISQDPFIIMGIVALSSTCAFMLPIS 
TPPNAAVFSSDELEMKDMVKAGFV 
LNIFAIIVISLFAYFWLPIAFGL" 
331996. .333192 /locus-tag="SSP0305" 
331996. .333192 /locus-tag="SSP0305" 
/note="similar to 
gi I 16 0 78255 | ref | NP-3 89 0 72 . 1 | 
[Bacillus subtilis subsp. subtilis 
str . 168], percent identity 52 in 
391 aa, BLASTP E(): e-118" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17450 .1" 
/db-xref="GI : 72494129" 
/ translation="MLIGAIVAKDDTWLLWAI I I 
VWATVSLFLEQRYRWASTISGAI I 
ALVGAMLLSNFKVIPMSAPVYDTVWDYIVPLS IP 
LLLFSSNILKIWKESRRLLVIFFV 
ASIGTMIGTTVGFMILNQWIPYLNKIGAMMTGSY 
IGGGVNFAALSSKLETPSEMISST 
WADNSVMALYFMLLIALPSLPLIKKQFKSDYES 
KSTPESQQAYWEPKKIQLLDIAFS 
I AS AVTLVAVS FKGADL I QQWMPQHNWL T L I VS 
FLGDPYLLLTTLTLIWAVWGDFF 
ESLAGASEIGTFLIYIFFWIGTPASFATI ITTA 
PLLFIFVII ILVFNLGLSLIFGKI 
FGFKIEEILLASNATAGGPTTAAALAIGKGWTKV 
VGPILIIGTLGYVIGNYAGTLMYQ LLTYLG" 
333221. .333784 /locus-tag="SSP0306" 



333221. .333784 /locus-tag="SSP0306" 
/note="similar to 
gi | 49484756 | ref | YP-041980 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
59 in 187 aa, BLASTP E(): 2e-62" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
acetyltransf erase" 
/protein-id="BAE17451 .1" 
/db-xref="GI : 72494130" 
/ translation="MSEKEKMLAGDWYDANFDES 
LDAERMKAKDLCFELNHIKPSDKE 
SRHTILTKLLNYEPKALELLSPFQTDYGYNIFLG 
ERIFINHDCYFMDGGKIFIGDDVF 
IGPSCGLYTAVHPLEYKERNIGLEQALPIRIESN 
VWLGANVWLPGVTIGEGSVIGAG 
STVAKDIPPNVLALGTPAKPVSDIKNQ" 
334244. .335260 /locus-tag="SSP0307" 
334244. .335260 /locus-tag="SSP0307" 
/note="similar to 
gi | 49482542 | ref | YP-039 766 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
74 in 338 aa, BLASTP E(): e-144" 
/codon-start=l 
/transl-table=ll 
/product="putative regulatory 
protein" 

/protein-id="BAE17452 .1" 

/db-xref="GI: 72494131" 

/ translation="MDILIGTLFLIWLALFTLF 

1 .TFLV 

EAFHKYVGGDLLGISFLGDLGDAAGGLGGVAAAG 

L VAL A I GVS P V Y AL A I AAS C G G L D 

L IPGFVAGYVI GYLMKYAERKVPDGVDL I VG I L I 

I AP LARLVAVGVTP L VNN SLLKIG 

DIIQSSTEVSPIIMGIILGGVITWGTAPLSSMA 

LTALLGLTGMPMAIAAMVSFASSF 

INGTMFNKLKLGDRKSRIAVCIEPLSQADWSAN 

PVPIYTANFIGGALAGAVIASSGM 

INDATGTATPLAGFLVMFGFNDPIKIFIYGAIIG 

LIGLIVGYVCSVLFKNYPIVSKED IETR" 

complement (335308 . .3360 /locus-tag="SSP0308" 

93) 

complement (335308. .3360 /locus-tag="SSP0308" 
93) 

/note="similar to 
gi I 520 789 45 | ref | YP-0 77736 . 1 | 
[Bacillus lichenif ormis ATCC 
14580], percent identity 54 in 258 
aa, BLASTP E(): 7e-83" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17453 .1" 

/db-xref="GI : 72494132" 

/ translation="MNIQDAQPSTLREMIKQGKL 

TGHTSGMAKGYVQANWILPSKCA 

YDFLLFCFRNPKTCPLLDVSEKGNKSFTKYGVTA 



D I STEVAAYR IYQYGELIET RAN V 

DDLYTDDMVSFLIGCSFTFEHALLEAGIPIRHLE 

ENHNVPMYVTNIPANPSGQFKGNI 

TVSMRPMTMTQAIKATEITTRFKNVHGTPIHIGN 

PTEIGITDLALPDFGEPVTINENE 

VPVFWGCGVTPQSVALDAKPDLMI THAPGHMF I T 

DIPDSQLSD" 

336273. .336854 /locus-tag="SSP0309" 
336273. .336854 /locus-tag="SSP0309" 
/note="similar to 
gi | 27469109 | ref | NP-765 7 46 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 29 in 203 
aa, BLASTP E ( ) : 9e-16" 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17454. 1" 

/db-xref="GI : 72494133" 

/ translation="MKRTAEKILIWIGI ILQFIL 

IFLMAIVAPFFNDVSVKNELIEVI 

NQSNI YNQNAS QMDPAN I VDLVSNLF I LAL I VVI 

VCTVIAIIFAILTNKLSKFVGIIF 

I LLGLVTVLTLNWI TAI LWLVAG I LLLVRKKQKS 

YDRYQPAKGllRKKEC'AKHHHllllC'K 

RNTETTYHEEE'E'HR, EE jERAE RjR PE'ARYKK" 

complement (336965. .3380 /locus-tag="SSP0310" 

35) 

complement (336965. .3380 /locus-tag="SSP0310" 
35) 

/note="similar to 
gi 1 16077903 | ref | NP-3 8 8 71 7 . 1 | 
[Bacillus subtilis subsp. subtilis 
str. 168], percent identity 36 in 
356 aa, BLASTP E() : 3e-43" 
/ codon-start=l 
/transl-table=ll 

/product="similar to intercellular 
adhesion protein C" 
/protein-id="BAE17455 .1" 
/db-xref="GI : 72494134" 
/ translation="MKTYTSVIFWMRTIACLS IV 
LIHSITTTFSKMDFLGHGTAIRVF 
QLMLMFSTPLFVFISEFLLAKNYQVKTKPGFFKN 
KLIYLGIPYI I INIGIALFYFESK 
TFDQFMTHLGDTMFHGGAVTYFIVI IFQFYILHI 
LFAKYLIKWKPVPVI IGAVIFATI 
YWAFRQYAPQSEHPILGLFWEREGWMLFLGWISY 
FLLGFYTGIYYETFMKKIKKYTWP 
IIIGAIIATSILVDNYLFGISTWVESKRFDIPFY 
VKMVI LVFFLF AS YVKYVPKF I LF 
ISNYSFCIYLIHYFFVHELGLLRAASSLRNIAFN 
FIITLTVSICLAYIFNLSKYGKFI 
VGG I GH I KYDKVYE S YKHGKMD " 
338276. .339820 /locus-tag="SSP0311" 
338276. .339820 /locus-tag="SSP0311" 
/note="similar to 
gi | 2 7469034 | ref | NP-7656 71 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 82 in 514 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 



/transl-table=ll 

/product="l-pyrroline-5-carboxylat 
e dehydrogenase" 
/protein-id="BAE17456 .1" 
/db-xref="GI : 72494135" 
/ translation="MWNYHNEPSIDFTDSKNVE 
SFKEALKKVKGELNQKIPLVINGE 
EKFTKDTYQSINPANTTEVIAEVSKATQKDVDDA 
FEAANEAYKSWKRWSHKDRAEFLI 
RVAAIIRRRKEEISAVMVYEAGKPWDEAVGDAAE 
G I DF I E YYARSMMELADGKP VL DR 
EGEHNKYFYKPIGTGVTIPPWNFPFAIMAGTTLA 
PWAGNTVLLKPAEDTPLTAYKLM 
EILEEAGLPKGWNFVPGDPKEIGDYLVDSVHTH 
FVTFTGSRATGTRIFERAAKVQDG 
QQFLKRVI AEMGGKDAIWDKDIDTDLAAES I VS 
SAFGFSGQKCSACSRAIVHKDVYD 
EVLEKAVALTKNLTVGNTENNTYMGPVINQKQFD 
KIKNYIEIGSKEGKLKQGGGTDDA 
TGYFVEPTI IANLKSSDQIMQEEIFGPWGFVKG 
KDFEELLEIANDTDYGLTGAVITN 
NRENWIEAVESYDVGNLYLNRGCTSAWGYHPFG 
GFKMSGTDAKTGSPDYLLNFLEQK WSEMF " 
gene complement ( 340000 .. 3405 /locus-tag="SSP0312" 

54) 

CDS complement (340000 . .3405 /locus-tag="SSP0312" 

54) 

/note="similar to 
gi | 49487332 | ref | YP-0 44553 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
53 in 182 aa, BLASTP E(): 7e-54" 
/ codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17457 . 1" 
/db-xref="GI : 72494136" 
/ trans lation="MNEKDLRVIKTKRALSTSLY 
VLLEKHAFSNITVNQICNEALTHR 
TTFYKHFYDKYDLLIYLITEITKNYFSMDIKDRI 
NNPFSVMERTLNDINELKRVGDKQ 
CDDKEFERTISNYFIKILQNDIKENEHRISVDAS 
VPTELIFYVYGTSLYGFMEWIRDN 
DIQLSAHEIDVLFQKLINIKVEDV" 
gene 340702 .. 343212 /locus-tag="SSP0313" 

CDS 340702. .343212 /locus-tag="SSP0313" 

/note="similar to 
gi | 49487331 | ref | YP-0 44552 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
70 in 842 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 

/product="putative drug exporter 

of the RND superfamily" 

/protein-id="BAE17458 .1" 

/db-xref="GI : 72494137" 

/ trans lation="MAKFLYKLGSFVAKHKWWSV 

VAWVIILAAIIIPLTVSAPKFDND 

ITMNGLQSLDTNEKIEDEFNQDSEKAQIRWFKS 

DSDNGIVKQDMTKDIKDTLKDIKD 



DDKDIKNITDPYENRQISKDKTTAFADINYDI SA 

TSMTQDGKDNVQDKVDKLEDDHNV 

QVELMGTGMENTEIGGSSELIGI IVAFWLLITF 

GSFIAAGMPIISALLGLGTGVGII 

SLLTYAFDIPNVTLTLAVMIGLAVGIDYALFILF 

RYRQ I VKTE SNH I KAVGLAVGT AG 

SAVIFAGVTVI IAVCGLSLVGIDFLAIMGYASAI 

SVLVAVISALTLLPALISIFHKQI 

KPKKTKSEFDNDVDTKWSKFWGKPLAAVLIGLI 

ILWAAIPISNMRLGIPDDGMKPA 

DSTQKKAYDIVSDKFGEGYNGQIAMLVNVKDKND 

NPQALQKDLQDMTKD I DKKDNVDM 

VTPPQLSKNKDYALIAVIPEKGPNAESTNDLVHD 

LRDYNDDAKDKYGFKTEVSGQSVI 

NIDMSQKLNEAIPLFAGVIVALAFILLMIVFRSI 

IIPLKAVLGFVLSLVATLGFTTLI 

MQEGFMSGLFGVDTTGPLLAFLPVITIGLLFGLA 

MDYEVFLMSRIHEEYSKTRNNEHS 

I KVG I KE S GPVWAAAL I MF S VF I AF VF Q D D VM I 

KSMGIALGFGVLFDAFWRLLLIP 

ALTQLFGKASWYIPGWLNRILPHVDIEGHALQDK 

MPSKPEAKQNQNASKEQYDRSFSI 

ATSNDNRDNKNVITTDAQTKALYDQIAQQSTNQH 

FLYEALKAYQGKADNDADKRHEAT 

SKLNEDSELQDKALI .LIEK 

LVKK" 

gene 343395 .. 345677 /locus-tag="SSP0314" 

CDS 343395.-345677 /locus-tag="SSP0314" 

/note="similar to 
gi | 49482347 | ref | YP-039571.1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252 ] , percent identity 
33 in 748 aa, BLASTP E(): e-123" 
/codon-start=l 
/transl-table=ll 
/product="putative regulatory 
protein" 

/protein-id="BAE17459 .1" 

/db-xref="GI : 72494138" 

/ translation="MRELYNVEFNKNFNNLTDLE 

EGLRIVLVLNGMMKVINGDSVTNY 

QKGEVFLINHRASCRFSTHKDTLYLSIQLTESYL 

KQYMNDYKDKAF I LNKNTLQEVI Y 

QQIVNAVAKIGIVYIRKGEFYRLYIEQQLIDLIF 

IMMRYLPTTNIQAQMPLVADDRLA 

YICEYIDKHFTESIKLTEMADMVGLSDAYLSKLF 

KQKKGVGFNQ Y VNH VRL E QC KN D L 

IYTNEPITQIAYKNGFSNSNALLKYFKAETTYTP 

SNYRLKFQMKEQHIKVDDCPTTTT 

YQSYLYYLSLLIDQNIGDIVQSPDAQKVIDITLQ 

NDGKSISHYQHVIQVGYLETILTH 

RVRRQLIEVKTMLGLDHILIKDPIQQGRINHSEI 

ESDEMIPNIHPYMQVDESINFLIK 

HQIGLGIELTPPRSTINFTQYYQELTYLLEHIFN 

GLPNNNLLKFWYIDCKQDSIFNQ 

LVALFKYYFTNVQIVLNVDIGKLEAPHKAKRILE 

QSDSIVDRIAFSANQNDMIDFQSI 

ESQQYELAKRHI YEQFNKWETLELQQS S I SF I L 

LNWNTLTGDTHLTNGEYFRAGI IF 

EQLIEMNDRIQMIGYWLNYELHEQFKLKDSSAQL 

TGIELYHQFDGKRPAFFTSAFYRK 

LFDQVLYQSENCMWGSPDHFQIVMWDAEHYNPY 



Y I LNHHAQYLNHKE YQ IN I INAHP 
GTYKIKHMTLDKNNGALYTVWQHYNTRYGMDEET 
I AYVNRI S YPKMDI SEVKVNDT I T 
YHLKLLTNAIQI IEFKKYLC" 



/note="similar to 
gi | 49484983 | ref | YP-042204 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
70 in 457 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 

/product="putative permease of the 
major facilitator superfamily" 
/protein-id="BAE17460 . 1" 
/db-xref="GI : 72494139" 
/ translation="MTQQGNTQNYKGDNKLILGI 
VLGWTFWLFAQS L LNWP T LQQ S 
FDSNIGTISIAVSITALFSGMFWGAGSLADKVG 
RVSITYIGLWLSIIGSLLIIISNL 
PLLLIVGRVIQGLSAAAIMPSTLAIMKTYFEGKE 
RQRALSYWSIGSWGGSGLASLFGG 
MVATFVGWRWI YILS I I IALLAMYLIKGTPETKS 
ESTLKQRFDYSGLILFVIMMLSIN 
WITQSGTFGITSPLILGLI I IFIVATI IFLKVE 
NRVGNPL I DFKLFNNKAYTGATL S 
NFLLNGVAGALLVANTFVQQGLGFNAFQTGLLSI 
T YL I TVLLMI RVGEKVLQKVGAKK 
PMLLGTLFNMVGIMLISLTFLPSVIYVWCI IGY 
LLYGLGLGFYATPSTDMAI SNSPE 
DKVGVASGIYKMASSLGGAFGIALSGALFGVIAS 
ATNVQ I GAF AG LWLNVIMALLSLI 
I IMFMVPATKTKAKC " 



/note="similar to 
gi 1 15923092 | ref | NP-3 70626 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 76 
in 391 aa, BLASTP E(): e-176" 
/codon-start=l 
/transl-table=ll 

/product=" putative metal -dependent 
amidase" 

/protein-id="BAE17461 . 1" 

/db-xref="GI : 72494140" 

/ translation="MVKQLIDILKNKESRMIEIR 

RYLHEHPELSFHEEETPKYIEAFY 

KDKDCEVETNVGPNGLKVT I DSGKPGKT I AI RAD 

FDALPIQEDTGLSFSSKNDGVMHA 

CGHDAHTAYMLILAETLIELKSQFKGKWI IHQP 

AEEVPPGGAQAMIQDGVLNGVDHV 

LGVHVMSHMPAGNIYYREGYVQTGRDFFKLKVNG 

QGGHGSSPHTANDSIVAGAHFVNA 

VQTIVSRRLNPFETGWTIGSFDGKGQFNVIKDS 

IEIEGDVRALTDDTKHTIKKEIQR 

LTEGLEATFGVTCELDYHDDYPALYNDPEFTQFV 

VDSIQSADTDAIQKVERCEAQPPS 

EDFAYYAKALP S TF I YAGAAPE DGN IYPHHHPKF 

NISEKALRVSAEAVGVTVMNYLK" 



gene 
CDS 



345996.-347393 
345996. .347393 



/locus-tag="SSP0315" 
/locus-tag="SSP0315" 



gene 
CDS 



347483. .348658 
347483. .348658 



/locus-tag="SSP0316" 
/locus-tag="SSP0316" 



gene 



348919. .349383 



/locus-tag="SSP0317" 



348919. .349383 



349426. .350118 
349426. .350118 



350589. .351005 
350589. .351005 



351053. .351766 
351053. .351766 



/locus-tag="SSP0317" 
/note="similar to 
gi | 27469 03 0 | ref | NP-765667 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 51 in 153 
aa, B LAS TP E(): 7e-41" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17462 .1" 
/db-xref="GI : 72494141" 
/ translation="MNGDKKISELLDNYKKPLKK 
LFKYDKSKARAFDKDSRSKVEGQK 
GIFVIFNNKQPIFVGQVGGYMTGYKITQKDLNDK 
LGQFNVKSDSGTARFRRVFAEQNS 
LDEAETKEIKAENYGLKFQFIKVKGNPSMINILE 
ILALEYAKENDINLYNFL" 
/locus-tag="SSP0318" 
/locus-tag="SSP0318" 
/note="similar to 
gi 152 0 78 856 | ref | YP-0 776 47 . 1 | 
[Bacillus lichenif ormis ATCC 
14580], percent identity 31 in 237 
aa, BLASTP E ( ) : le-25" 
/codon-start=l 
/transl-table=ll 
/product="putative esterase" 
/protein-id="BAE17463 .1" 
/db-xref="GI : 72494142" 
/ translation="MSIRELSLSFHHQEIKIKLP 
KNYFKTNGKSYPLVIVQDGDYLFK 
DVKKDVIFVGIVPNNRKKDYTPWKSWGDIEYGG 
QADAYITWVADAVIPYLRKCFRIS 
QDRKDIGIAGASFGGLVSLYALFKHADTFGHYIL 
ISPSVWYPDFVKFMKSQPIINSTH 
HIYWYVGQLEGKQSNHLNQYMVPQTEAAVDILNE 
LLVSETSVFYFDTNRKGLHRQYYF 
KKYFNRAINKLF " 
/locus-tag="SSP0319" 
/locus-tag="SSP0319" 
/note="similar to 
gi | 2746 7114 |ref INP-763 751 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 56 in 138 
aa, BLASTP E ( ) : 2e-40" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the major facilitator 
superf amily " 

/protein-id="BAE17464. 1" 

/db-xref="GI : 72494143" 

/ translation="MTRIALILSI IGSLMLI I SG 

NVTLLLLGRIVQGFSAAI IMPATI 

SIVNDFFEGDDRQKALSFWSIGAFGGTGLSSFFA 

GAMATFISWQSIFVLSILLSLVAL 

LLVKNLPESKQVKAQSNHFDYIGLTIFVIMIASI 

SL" 

/locus-tag="SSP032 0" 
/locus-tag="SSP032 0" 
/note="similar to 
gi | 27467114 | ref | NP-763 751 . 1 | 



gene 
CDS 



[Staphylococcus epidermidis ATCC 
12228], percent identity 46 in 224 
aa, B LAS TP E ( ) : le-50" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the major facilitator 
superf amily " 

/protein-id="BAE17465. 1" 

/db-xref="GI : 72494144" 

/ translation="MSAVFI ICIFIFYKVEKAKQ 

SPFIDLELFKNKPFIGAVIANFLL 

NTGVGVIALFNIYAQGGLKFSAFQAGLLTLPYLI 

TLLLWRLGEKS IKRFGAKRAMW 

GPIFTATGILLFSLTFFNTSIYVWALIAAVFFG 

GGTGLFARPALSTAVSTTPAEKVG 

VASGIFKMSSTLGGAFGIAIMTSIFTGVSQSGQT 

VDTAASIGFWGTCLVIGGVCASA 

LVIPTRKVRQGEKGQVTEG" 

complement (351863 . .3521 /locus-tag="SSP0321" 

35) 

complement (351863 . .3521 /locus-tag="SSP0321" 
35) 

/note="similar to 
gi 152081185 | ref | YP-0 799 76 . 1 | 
[Bacillus licheniformis ATCC 
14580], percent identity 50 in 56 
aa, BLASTP E() : 4e-09" 
/codon-8tart=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17466 .1" 
/db-xref="GI: 72494145" 
/ translation="MSKFKQSSKHLNLSFHQIQA 
SDRITAIYKALYQFNDWLGLVFL 
IGSILFFNSSTVTNGTILFVIGSIQMTIRPLIAF 
VHDLHLAFKRKQ " 
352256. .352789 /locus-tag="SSP0322" 
352256. .352789 /locus-tag="SSP0322" 
/note="similar to 
gi | 49484748 | ref | YP-0 419 72 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
54 in 177 aa, BLASTP E(): le-49" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
6-O-methylguanine DNA 
methyltransf erase" 
/protein-id="BAE17467. 1" 
/db-xref="GI : 72494146" 
/ translation="MHYKSNYQSPIGQIALTSDG 
ENITGLWLPNHKDFETQYKDELMT 
ADLPIFDKAKRWLDAYFSGNNPKIDFPLKATGTS 
FREQVWQILLEIPQGETWTYGEIA 
QKIAEKRGEAKMSSQAVGGAVGSNPISI I IPCHR 
WGKDGSLTGYGGGIDTKIELLKL 
EGLDMNVFYRPKHSTKP " 
352935. .354512 /locus-tag="SSP0323" 
352935. .354512 /locus-tag="SSP0323" 
/note="similar to 
gi | 274679 49 | ref | NP-76 4586 . 1 | 



[Staphylococcus epidermidis ATCC 

12228], percent identity 66 in 520 

aa, BLASTP E() : 0.0" 

/codon-start=l 

/transl-table=ll 

/product="glycine betaine 

transporter" 

/protein-id="BAE17468 . 1" 
/db-xref="GI : 72494147" 
/ translation="MLKEKKGFSSVFIYSTAVIG 
LLVIVGAIFPQQFGTVSGNISTWV 
SETFGWYYMLLYTVILGFCIFVLFSPIGKLKLGK 
PKDKPEFKTVS WLAMLF S AGMG I G 
L VF YGAS EP I S HYMAP P T ADP E T KAAMAEAF K S S 
F I DYGFHPWAVYG I VALGLAYSQF 
RKGENGLISRTLRPILGDKVDGPIGNIVDILAVF 
ATVIGVAVSLGVGAIQINGGLHYL 
FGVPSNSWQGI I IAIVTVLFLYSAWSGLSKGIQ 
YLSNLNMVLAAILLIVIFWGPTL 
LILNMMTSGTGDYLNSLVFNSLDVAPLNEQKSEW 
LQSWTIYYWGWWMSWSPFVGTFIA 
RI SKGRS IREF 1 1 AVLGVPWI S 1 1 WFSAFGVTG 
ITVGQSHSSILKMPPETQLFGIFN 
ELPFGFILSIVALALIASFFITSADSATYVLGMQ 
TAYGTLNPSGFIKIVWGLALAAIA 
YVLLLAGGDTGLSALQSAAI ISALPFSVWFLMM 
VSLYKDANSERKALGLTLKINEKR 
SETYTKLIEEENRKRYE" 
gene complement ( 354768 .. 3559 /locus-tag="SSP0324" 

37) 

CDS complement (354768. .3559 /locus-tag="SSP0324" 

37) 

/note="similar to 
gi I 993736 8 | gb | AAG02427 . 1 | 
[Staphylococcus haemolyticus ] , 
percent identity 77 in 386 aa, 
BLASTP E() : e-175" 
/ codon-start=l 
/transl-table=ll 

/product="3-hydroxy-3-methylglutar 
yl CoA synthase" 
/protein-id="BAE17469 .1" 
/db-xref="GI : 72494148" 
/ translation="MTVGIDQINFYVPRFYVDMA 
KLAESRQVDPNKYLLGIGQTEMSV 
SPMSQDIVSMGANAAKAIVTDEDKKQISMVIVAT 
ESAIDSAKASAVQIHNLLGIQPFA 
RCIEMKEACYAATPAIQLAKDYLAQRPDEKVLVI 
ASDTARYGLHSGGEPTQGAGAVAM 
MISQNPRILELNDDAVAFTEDVYDFWRPSGQSYP 
LVDGALSKDAYIRSFQESWQEYAR 
RYNKSLADFKSLCFHVPFTKMGKKALDSILTDDI 
DAETKERLTSGYDAATYYNRYVGN 
IYTGSLYLSLI SLLETHDLSANDTIGLFSYGSGS 
VGEFFSGKIVEGYQDVLDIQGHKD 
LLNNREEISVETYESFFNRFDNLEFDHETELENE 
KNTIFYLESINDHIRNYNTLN" 
gene 356042 .. 357193 /locus-tag="SSP0325" 

CDS 356042. .357193 /locus-tag="SSP0325" 

/note="similar to 
gi I 9937369 | gb | AAG02428 . 1 | 
[Staphylococcus haemolyticus], 



percent identity 74 in 381 aa, 
BLASTP E() : e-159" 
/codon-start=l 
/transl-table=ll 
/product="acetyl-CoA 
acetyltransf erase" 
/protein-id="BAE17470 .1" 
/db-xref="GI : 72494149" 
/translation="MNKIAIVSAKRTPIGRFKGK 
LSHYSAVELGTKTLEAAIKAINLD 
SQNIEQVIYGNVLQAGNGQNPARQIAINAGVPNT 
TPAMTINEVCGSGLKSI ILGKQLI 
QLGEAKWAVGGVESMTNAPQLILNDSETPVDSF 
MHDGLT DAFMN VPMG I T AE K I AE K 
YDVTREAQDAFANESQLKAHQATQAKKFENEIVP 
LEDVNGDWMTTDEGIRGNSSVEKL 
STLKTIFKEDGTVTGGNASSINDGASTI ILMDEV 
YAKENGFE I LAFVGAHAE I GCDPE 
LMGYAPYHAVTKLLNQADKAIEDFDWEMTEAFA 
AQSIPVSKNLGIAEEQLNLYGGAI 
ALGHPIGASGTRLVTTLVNILTQEDKQTGIATAC 
IGGGLGIAIAIEREV" 
gene 357196 .. 358 479 /locus-tag="SSP0326" 

CDS 357196. .358479 /locus-tag="SSP0326" 

/note="similar to 
gi I 993 73 70 | gb | AAG02 429 . 1 | 
[Staphylococcus haemolyticus ] , 
percent identity 80 in 425 aa, 
BLASTP E() : 0.0" 
/ codon-start=l 
/transl-table=ll 

/product="3-hydroxy-3-methylglutar 

yl-coenzyme A reductase" 

/protein-id="BAE17471 .1" 

/db-xref="GI : 72494150" 

/ translation="MEALDKSFRHLSREDKLNTL 

VQKGWLNEENKNTLLNNPLIPEEI 

ANSLIENVIGQGTLPVGLLPEI IVDDKSYWPMM 

VEEPSWAAASYGAKLVNQTGGFK 

VISSERLMIGQIVFDGVSDTEILSQQIYNLETQI 

KQIADEVYPSI IERGGGYRKIDID 

TFPNEGLLSLKVSVDTKDAMGANMLNTILEGITA 

YLKNELKDVDILMSILSNHATASV 

VKVQGE I TVDAL S KGDRDGE AVAKRMERAS VL AQ 

VD I HRAATHNKGVMNG I HAWL AT 

GNDTRGAEATAHAYASKDGQYRGLATWKYDEERQ 

TLVGTIEVPMTLATVGGGTKVLPI 

AKAS LDLMKVD S AQE LGHWAAVGL AQNF AAC RA 

LVSEGIQQGHMSLQYKSLAIWGA 

QGEEIAQIADMLKTQPRANTAVAQQLLDELRLQK 

Q" 

gene 358668.-359642 /locus-tag="SSP0327" 

CDS 358668.-359642 /locus-tag="SSP0327" 

/note="similar to 
gi | 494848 83 | ref | YP-0 42 1 0 7 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
73 in 323 aa, BLASTP E(): e-141" 
/codon-start=l 
/transl-table=ll 
/product= " Drp3 5 " 
/protein-id="BAE17472 .1" 



/db-xref="GI : 72494151" 

/ trans lation="MDSNELPVLAYKDGENSVAP 

IPAHEQQLPTVTAEPWLEISKQGL 

QLEGLCFDRQGNLLLCEVFGGTIFHVNLPDKKVT 

ELFKSHKQNPAAVKIHKDGRLFVC 

YLGDFESTGGIFMVDADGNDAQDIVSDIGTEYCI 

DDPVFDSKGGFYFTDFRGYSTNLK 

GGVYYVSPDFKSITPVIQNLAVANGVALSTDEKT 

LWVTETNANRLHRIDLLEDGVTIA 

PFGASIPYYFTGHEGPDSCCIDSDDNLYVAMYGQ 

GKVL VFNKKG S P I GQ I LMPGRDQG 

HMLRSTHPAFIPGTDQLI ICANDIENDGGSWI YT 

VKAFAKGHQS YQFH " 

gene complement (359873 .. 3603 /locus-tag="SSP0328" 

04) 

CDS complement (359873 .. 3603 /locus-tag="SSP0328" 

04) 

/note="similar to 
gi | 27469 026 |ref INP-765663 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 61 in 143 
aa, BLASTP E ( ) : 8e-48" 
/codon-start=l 
/transl-table=ll 
/product="putative secretory 
antigen precursor" 
/protein-id="BAE17473 .1" 
/db-xref="GI : 72494152" 
/ translation="MNIKKKLVNVFIATTLLMTG 
TVTFQAINESQTTNAAVNYYYKNQ 
CTWYVFKKRAS VGKAVPNGWGNAKYWY S KAKKAG 
YRVGKKPAKRAVMQSTSGTYGHVA 
YVE TVYNNG SIKVSEYNYNRPLAYGTRVLSKSSA 
AKYNYIY" 

gene 360487 .. 361833 /locus-tag="SSP0329" 

CDS 360487. .361833 /locus-tag="SSP0329" 

/note="similar to 
gi I 30018581 | ref | NP-83 0212 . 1 | 
[Bacillus cereus ATCC 14579], 
percent identity 66 in 422 aa, 
BLASTP E ( ) : e-166" 
/codon-start=l 
/transl-table=ll 
/product="Na+ H+ antiporter" 
/protein-id="BAE17474 . 1" 
/db-xref="GI : 72494153" 
/ translation="MSNYHLLIGTAVAILVTLIH 
GYEFSEVEEMMYKGIRHALPAIVI 
IILVGLVIGSWIGSGWATMIYYGLQLIDPRYFL 
WWILCGIVALAIGSSWSTMATV 
GVASMGIGISMGISAGMVAGAVICGAYFGDKMSP 
LSDTTNLASGLTGVDLFEHIKHMF 
YTTIPALIISLVAFFI IGHRFGTKNFDTKNINAI 
LDTMQNHFLITPWLLLIPLIVIAL 
WLKVPAIPAICMGIVLGFFAQIFVQGGTITEAL 
TALQTGYT I DSGNKLVDELFNRGG 
LESMFYTISLTLVAMTFGGVLEYSGMLKALITQI 
LKIAKSTGTLIASVIVSCIGTNIT 
CSEQYISIIVPSRMYINAFKEKELHPKNLSRALE 
DGGTLSSVFVPWNTCGVFIASTLG 
VSVIEYAPYAILNYTVPIISIIFGYIGFKIVKLS 
NQDNEITNQPNKSTQTNDANNA" 



362064. 
362064. 



362939 
362939 



363184. .363579 
363184. .363579 



363580. .364266 
363580. .364266 



/locus-tag="SSP0330" 
/locus-tag="SSP033 0" 
/note="similar to 
gi | 2746902 4 | ref | NP-765661 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 65 in 291 
aa, B LAS TP E ( ) : e-109" 
/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE17475. 1" 

/db-xref="GI : 72494154" 

/ translation="MDIKHMKYFVEWDQKGMTN 

ASKHLFIAQPTISKAIKDLEQELD 

MTLFDRSKRQLVLTDAGSIFYKKCKEILTLYNDV 

PKEINSLLGLETGHISIGLSAVMN 

MNQFINILGEFHQKYPNVTYSLVENGGKMIETQL 

INDEIDIGITTLPVDQSIFHSVTL 

YQEDLKLVLNKEHHLANETHVDMSMLKDEDFILF 

NEDFYLNDKI I EAAKNAGF IPNTI 

SKISQWNFIENLLNAHLGVSILPENIVHLLDSSF 

SNKTLEDPGMRWELGVIWKKDKYL 

SHATKQWI DFMKERL " 

/locus-tag="SSP0331" 

/locus-tag="SSP0331" 

/note="similar to 

gi I 49484742 | ref | YP-0 41966 . 1 | 

[Staphylococcus aureus subsp. 

aureus MRSA252], percent identity 

60 in 123 aa, BLASTP E(): 3e-37" 

/codon-start=l 

/transl-table=ll 

/product="holin-like protein" 

/protein-id="BAE17476 .1" 

/db-xref="GI : 72494155" 

/ translation="MMLLQQFKKI ITVLIQVLVI 

MGITYLGNVIQRYMHIPIAGSIVG 

LLLFFLLLQFKVIPAKWVNEGSNFFLTTMVFFFV 

PSWGIMDWPMINLNFILFFSMI 

LLGTCCVAL I S GF I AEKMVKNKQDGNGVN " 

/locus-tag="SSP0332" 

/locus-tag="SSP0332" 

/note="similar to 

gi 127469 022 | ref | NP-765659 . 1 | 

[Staphylococcus epidermidis ATCC 

12228], percent identity 70 in 225 

aa, BLASTP E ( ) : le-86" 

/ codon-start=l 

/transl-table=ll 

/product="holin-like protein" 

/protein-id="BAE17477. 1" 

/db-xref="GI : 72494156" 

/ translation="MLILEAI IMI ILTIAMYIGA 

KKLQQKFQTPF LNP AL I AS I G 1 1 1 

VLLLFRVDYKTYMLGGKWINYLLNCTWCLAFPL 

YQNRHKI LKYARVI F S S VLMAVML 

NFVFVFSILKLFGYSKETIVTMLPRSITAAVGIE 

VSHQLGGIDTITVMFI ITTGLIGS 

ILGAYLLRLGRFRSSIAKGMTYGNASHAFGTAQA 

LDIDSETGAYSSIGMILTAVLSSI 

VLPILILFLY" 



gene 
CDS 



364478. .366220 
364478. .366220 



/locus-tag="SSP0333" 
/locus-tag="SSP0333" 



/note="similar to 
gi | 57285235 | gb | AAW3 7329.1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 75 
in 579 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="pyruvate oxidase" 
/protein-id="BAE17478 .1" 
/db-xref="GI : 72494157" 
/ translation="MGKIKANEALVKALQAWDID 
HIYGIPGDSIDAWDSLRTERDNI 
EFVHVRHEEVGSLAAASYTKLTGKIGVALSIGGP 
GWHLLNGMYDAKMDNVPQL I LAG 
QTDSTALGTKAFQETDISNMVDDVAVYKHQISEN 
DKDVFGIVNEAIRTAYEKKGVAVL 
ILPNNLLNNKVKDTTSKGVDTAPPARVAPKPRSV 
KKATKLINKSKRPVMLLGTGAKHA 
KDEVREFIEAFKIPTIVTLPAKGILADDHPYNLG 
NLGKIGTKVSYQTIQDADLLIMVG 
TNYPYVDYLPKKNIKAIQVDTNLENIGHRFDVNA 
GI IGDSKLALQQLTDSAKHVKNRD 
FL11KTLEF LMD 
AINQVRTDDAIFSIDVGTSTVWST 
RYLNLTVNNKFIVSSWLGTMGCALPGAIAAKRAY 
PNRQWGIAGDGAFEMVMQDFATA 
VQYDLPMTIFVLNNQELSFIKYEQQAAGELEYAI 
NFTDMDLAKFAESCGGVGYTLKDP 
NRIDEWEEAMSQDKPTIVNVYVDPNAAPLPGKI 
VKDEAINYGKWAYRSITEDKKLDL 
DEIPPMSTAVKRFF" 



/note="similar to 
gi I 53 7713 40 |ref | ZP-0 0 1 83 03 7 . 2 | 
[Exiguobacterium sp. 255-15], 
percent identity 51 in 452 aa, 
BLASTP E ( ) : e-141" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17479 .1" 

/db-xref="GI : 72494158" 

/ translation="MGKHSFRHLRIKTPHTYALL 

LMI IIISSILTYLI PAGE YAREKK 

DGQTLWPGSYEQVQQHGVSFFDIFRAIPEGLMS 

GGEIVFYIFLVGGAFGIVHKTGAF 

ENGVNKAMQSLGKYKVLMIPLTMTIFSILGFSIG 

LAEETIIFVPIGI I IARTLGYDAL 

TGAAMVILGAASGFMGGMLNPFTVGVAQTVAELP 

MFSGWGLRSI I YIFILIAAITTVM 

LYARKVKHDKTKSYVYELEQSEGHTVTSMHIARF 

TKRQASGLGLIVLAI ILNVYGIFS 

YGWSFNEMSANF I LAGLLAGF I GGLGLNGTFDAM 

IDGMKDILFGAMIVGFAKGI IVIL 

ENGQVIDSIVYGMTTLLNGVPSALVI IAMFILQF 

MLNFFIPSGSGQALTTMPLMVPIS 

DLLDINRQITVLAFQYGDAISNVLFPTSAILMGA 

LAVGKITYTQWLKFAWKIILTWVL 



gene 
CDS 



366554. .367948 
366554. .367948 



/locus-tag="SSP0334" 
/locus-tag="SSP033 4" 



ICCIGMSIALIVGY" 

gene complement ( 36 8 19 8 .. 3691 /locus-tag="SSP0335" 

96) 

CDS complement (368198 . .3691 /locus-tag="SSP0335" 

96) 

/note="similar to 
gi | 2673748 | emb | CAA059 73 . 1 | 
[Lactobacillus casei], percent 
identity 49 in 332 aa, BLASTP E(): 
2e-77" 

/codon-start=l 
/transl-table=ll 
/product="transposase" 
/protein-id="BAE17480 . 1" 
/db-xref="GI : 72494159" 
/ translation="MDSYKHLTIEERERIFFLKA 
KGYSLRKIAKDICRSPSTVSRELA 
RNASSGSYNPTYAHNNYKCNKKKCGRKLLLKSKI 
LFDKVKFLFLNQQWSPEQIANRLK 
SEGFHLAISYNTIYRAIYLGLFDPPKLSHGNRGC 
IRLLRHRGKTRHTKSHQENRGRIR 
ISYSIHDRPQI INDRERIGDWEADTVMGKTGKSC 
LVTLVDRKTGYLLCGKVPKKKSEF 
VKQKIVDLLGTLPNNKRLSITPDRGKEFSKHPEI 
TSELDNIPFYFPE 'E 
NTNGLIREYIAKGIDIDNITEEQIEHYVYKLNTR 
PRKRFDWKTPAELFNDKVLHLI " 
gene 369346 .. 371334 /locus-tag="SSP0336" 

CDS 369346. .371334 /locus-tag="SSP0336" 

/note="similar to 
gi I 27469020 | ref | NP-765657 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 81 in 658 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 
/product="glucose-specif ic PTS 
transporter protein IIABC 
component" 

/protein-id="BAE17481 . 1" 

/db-xref="GI : 72494160" 

/ translation="MLPVAILPAAGLLLAIGTAM 

QGESLQHYLPFIQNGGIQSVAEMM 

TGAGGIIFDNLPMIFAMGVAIGLASGDGVAAIAA 

F VG YL VMNKTMG AF L H VS P DNVN D 

AASGYASVLGIPTLQTGVFGGI I IGALAAWCYNK 

FYNISLPSYLGFFAGKRFVPIMMA 

TTSFILAFPMAWIWPSIQTGLNAFSEGLLDSNTG 

LAVFLFGFIKRLLIPFGLHHIFHA 

PFWFEFGAWKNAAGEMIHGDQRIFIEQIREGSKL 

TAGKFMQGEFPVMMFGLPAAALAI 

YHTAKPENKKWAGLMGSAALT SFLTG I TEPLEF 

SFLFVAPVLFFVHAILDGLSFLIL 

YLLNVHLGYTF SGGF I DYVLLGVLPNKTQWWL VI 

PVGWYAFIYYFVFRFLILKFKYK 

TPGREDKQAQFTNSSASELPFNVLKAMGGEENIK 

HLDAC I TRLRVEVKEKGKVDVAGL 

KALGASGVLEVGNNMQAIFGPKSDQIKHDMSLIM 

KGEITKPQETTVTEEESEEWHIE 

RASEVN I YAPGNGQVI P L S E VP DQVF AQKMMG DG 

VGFIPADGKIVAPFDGTVKTIFPT 

KHAIGLESDQGLELLIHIGIDTVKLNGEGFESFV 



371509. .372054 
371509. .372054 



372210. .373196 
372210. .373196 



373322 . .373723 
373322. .373723 



ETDDRVHKGQVLMQIDLDYITAHA 
PSTVTPLIITNLEDRQLSVEDVKDVTAEQLI IKV 
I DDK" 

/locus-tag="SSP033 7" 
/locus-tag="SSP033 7" 
/note="similar to 
gi | 23024986 | ref | ZP-0 0 06 4170 . 1 | 
[Leuconostoc mesenteroides subsp. 
mesenteroides ATCC 8293], percent 
identity 39 in 170 aa, BLASTP E(): 
8e-31" 

/codon-start=l 
/transl-table=ll 
/product= "putative 
acetyltransf erase" 
/protein-id="BAE17482 .1" 
/db-xref="GI : 72494161" 
/ translation="MNYRPAMNVMPNVSLIPPEL 
NMAETLYDLIKSNFSHLSPFLDFI 
KEDVTVEDEKAYLKMMIQQHAKNKARLFMIYYEE 
TMIGTIDLHHIDQANYKAEVGYWI 
AEGYTGKQIVTKCVKQLCHYAFETLSLNKLTIMA 
DVNNIASCKVAEKAGFKFVATDYE 
DYFnGERFRDl-inRYYLLKRDF " 
/locus-tag="SSP033 8" 
/locus-tag="SSP0338" 
/note="similar to 
gi | 48860785 |ref | ZP-0 03 1469 4 . 1 | 
[Microbulbif er degradans 2-40], 
percent identity 41 in 319 aa, 
BLASTP E() : 3e-54" 
/codon-start=l 
/transl-table=ll 
/product="putative 
1-aminocyclopropane-l-carboxylate 
deaminase" 

/protein-id="BAE17483 .1" 
/db-xref="GI : 72494162" 
/ translation="MLHNKLDIANLNTPIQKLDQ 
LSDALGKNIYIKRDDYTGSEISGN 
KVRKLEYTMQYVLDHGYDT 1 1 TTGAI T SNHARAT 
AALCAKCNVSYLVLRGEMAEYEGN 
LFLDAMLGAHIHI IEPTSSREDAMDKLYKTFEGQ 
GKTPFLIPVGASDWIGTHGYVNAY 
NEI IKQQDELKVHFDS INVAVGSGGTYAGLWYGQ 
MINCETTQI IGYAVDQSAHTFKNK 
VIEIIKQLDETIQSYETITINDAYIGLGYGKATD 
EELQFYIDIAQKEGI ILDPTYTGK 
AFRGLVHEIKSGAYDNQDNILFIHTGGLQGYTQE 
TRLRLQTMLHKIDLSLLK" 
/locus-tag="SSP0339" 
/locus-tag="SSP0339" 
/note="similar to 
gi | 57285233 | gb | AAW37327 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 71 
in 132 aa, BLASTP E(): 4e-50" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17484. 1" 



373838. .374164 
373838. .374164 



374595. .375086 
374595. .375086 



375253. .376227 
375253 . .376227 



/db-xref="GI : 72494163" 

/ translation="MTERKLVAERNFEVNGYDID 

AMGIVSNIVYIRWFEDLRTDFINQ 

YMPYSDMMNQQISPILMNTEAEYKTPITIHDKPV 

GRC YLVKASKLRWEFEFE I E S E DA 

VHCIGKQSGTFFDLQKKKVTRLPEVFQTILS " 

/locus-tag="SSP03 40" 

/locus-tag="SSP03 40" 

/note="similar to 

gi | 572 85232 | gb | AAW3 732 6 . 1 | 

[Staphylococcus aureus subsp. 

aureus COL] , percent identity 67 

in 107 aa, BLASTP E(): le-36" 

/ codon-start=l 

/transl-table=ll 

/product="thioredoxin" 

/protein-id="BAE17485. 1" 

/db-xref="GI : 72494164" 

/ translation="MPKTLTSIEAFHEFIAEHRL 

WIHIMRDHCSVCHAVLPQIAGIV 

NEFPDVPLGVINQSELEEIAGELSIFTVPVDLIY 

FNGKEMHRQGRFIDMQQFEHQLTL MYKSMV" 

/locus-tag="SSP03 41" 

/locus-tag="SSP03 41" 

/note="similar to 

gi I 15895774 |ref INP-3 49123 . 1 | 

[Clostridium acetobutylicum ATCC 

824], percent identity 36 in 164 

aa, BLASTP E() : 4e-26" 

/ codon-start=l 

/transl-table=ll 

/product="putative 

acetyltransf erase" 

/protein-id="BAE17486 .1" 

/db-xref="GI : 72494165" 

/ trans lation="MRIERICPNEAEALYNCMKK 

IDQETQYMLYLPDERSFDKDRLSE 

DIKRNFYIGVKTDDNQILGYLSVHISMLAKVRHI 

GYIVTGLINDLHQQGLATQMFNET 

IKWAQRKGLRRLELTVITSNKPAVNFYEKLDFKI 

EGIKHESVFMEEHYFDELYMAMML NQD" 

/locus-tag="SSP03 42" 

/locus-tag="SSP03 42" 

/note="similar to 

gi 127469 013 | ref | NP-765650 . 1 | 

[Staphylococcus epidermidis ATCC 

12228], percent identity 57 in 321 

aa, BLASTP E ( ) : e-107" 

/ codon-start=l 

/transl-table=ll 

/product="putative esterase" 

/protein-id="BAE17487. 1" 

/db-xref="GI : 72494166" 

/ translation="MIRKIATIVGIGVATSYVYA 

KVKEKRSYKSFLEEI I IRATKMKS 

SFLNVENAQQALEKVKDETKALYEGTDYYFNHNV 

QTTTVQESTVYIVNDNKDRQQPW 

LYIHGGAWFQNPLKYHFDFIDSLAGELGAKVIMP 

IYPKVPHATYKETFTLLETLYTQL 

LKQVENPHQLTIMGDSAGGQIALSFAQYIKTLNL 

AQPSNIVLISPVLDATFSNPEAKI 

YEKIDPMLAIDGSKYFIKLWANGLDLTDWRVSPI 



FGDIEGLGHITISIGTKETLYPDA 
VKLSNMLNARNIQHDFMPGYNLFHIHPIFPIPEK 
EQFIAKINKI IKQN" 

gene complement ( 3 76 471 .. 3767 /locus-tag="SSP0343" 

91) 

CDS complement (376471 . .3767 /locus-tag="SSP0343" 

91) 

/note="similar to 
gi I 572 8523 0 | gb | AAW37324 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 64 
in 105 aa, BLASTP E(): le-33" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the drug metabolite 
transporter " 

/protein-id="BAE17488 . 1" 
/db-xref="GI : 72494167" 
/ translation="MLISGILMNFKAPIWQFTMS 
QIDISVILYLAFGI ILGTAMAFFF 
FIKSLNYLSAKETTLFGTIEPVMAIVASALWLKV 
VFLPFQLLGIVLI I ILILALSLKK DKER" 
gene complement ( 376861 .. 3773 /locus-tag="SSP0344" 

79) 

CDS complement (376861 . .37 /3 /locus-tag="SSP0344" 

79) 

/note="similar to 
gi | 57285230 | gb | AAW3 732 4 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 62 
in 167 aa, BLASTP E(): 4e-56" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the drug metabolite 
transporter " 

/protein-id="BAE17489 .1" 

/db-xref="GI : 72494168" 

/ translation="MKQQSRFLGI ILAILGASFW 

GLGGTVS DYLFKHQNIDI NWYVT A 

RLLISGLLLLTIFKILNPRQSIFIVFRNVTNTIQ 

LLIFSTLGMLLVQYAYMASINYGN 

AAIATLLQYIAPVYITLWFI IRKKETFKLFDVIA 

ILLTLTGTFLLLANGSLDSLMVSS 

SSMIWGIISGLS" 

gene 377483 .. 378364 /locus-tag="SSP0345" 

CDS 377483. .378364 /locus-tag="SSP0345" 

/note="similar to 
gi 1 16077582 | ref | NP-3 8 8396 . 1 | 
[Bacillus subtilis subsp. subtilis 
str. 168], percent identity 28 in 
295 aa, BLASTP E(): le-32" 
/codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE17490 . 1" 

/db-xref="GI : 72494169" 

/ translation="MYKGI I IEDNGEERIQYPDE 

YWRH I VLKTRL DQAFMEQ I P I HWH 

SALQFVFVLRGKLTIRISDKNIVLNTGDGIFINS 



NWHEIQGLEHISEFYCWNIEIPN 
ISSYMEYKYLSYISQQAEMVPYIYLSHKNLSHHA 
L LAC I E S VGT I YQKQEAYF Q L D I M 
TYFYKIVKWLMQYMKQQPTELTYHFDYRVKQMMS 
YIHKHFQDKITLGHLSQNIYLSEA 
EAIRLFKKYVKQTPFEYLLRYRLEQSKSILDKDR 
LSTITEIAMACGFSTTSYFIKVFK 
ARYGMTPKQYQKYHHTN " 

complement (378537. .3796 /locus-tag="SSP0346" 

94) 

complement (378537. .3796 /locus-tag="SSP0346" 
94) 

/note="similar to 
gi | 2746913 8 | ref | NP-765775 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 44 in 411 
aa, BLASTP E ( ) : 8e-95" 
/ codon-start=l 
/transl-table=ll 
/product=" putative 
succinyl-diaminopimelate 
desuccinylase" 
/protein-id="BAE17491 . 1" 
/db-xref="GI : 72494170" 
/ trans lation="MSKFTEAEKVQILEDLVAIK 
SVNDNEMEVCMYLKDLLSQHNIDA 
KIVKINDTRANLVAEIGESGPVLGISGHMDWSE 
GDIKKWTYDPFKLTEVDGKLHGRG 
AADMKSGLAALVLSLIDIHDQGLLEYGRIRLLAT 
AGEEIVGEGAKAFQEQGYMTDVEA 
LVIAESSQDRI I YAHKGSMDIRVI SRGKASHS SM 
PQLGFNAI SPLVKFVYKADEGFKS 
FNKRNDLLGDVLMNATIFNGGNQVNSIPEHAESE 
FNIRTIPEHDNDQFITYFNEILKQ 
VETDKTDIEIDTYMSRPPVYTTGENKLASLAHDL 
GEKYLNSDLPLEASPGVTDASDLL 
VDKDEDFSFIMYGPGLIHQAHQVDEYVEKDVYLT 
FIDLYTEFFPTYLKSMK" 

complement (379890 . .3802 /locus-tag="SSP0347" 

19) 

complement (379890 . .3802 /locus-tag="SSP0347" 
19) 

/note="similar to 
gi | 27469 012 |ref INP-7656 49 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 40 in 96 
aa, BLASTP E ( ) : 2e-ll" 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17492 .1" 
/db-xref="GI : 72494171" 
/translation="MSKSVKLWSIYLAVWIIC 
CSYLIMILVGSFQGNDMRGSVLDT 
DNTKNIENVDYINNTSKSLESNASPSDSVPKISQ 
SSIDTTSNKLSSIQDAHHTWSLDN SISKNHV" 
380655. .381812 /locus-tag="SSP0348" 
380655. .381812 /locus-tag="SSP0348" 
/note="similar to 
gi | 27469011 | ref | NP-7656 48 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 74 in 385 



aa, BLASTP E ( ) : e-173" 
/codon-start=l 
/transl-table=ll 
/product ="poly-gamma-glutamate 
synthesis protein PgsB" 
/protein-id="BAE17493 .1" 
/db-xref="GI : 72494172" 
/ translation="MLLI I ICVGLILWLGIVEKR 
QHSDRLEKIPIRININGIRGKSTI 
TRLIYSILREDQYRVIGKTTGTDARMMYWFTPRE 
YPVYRKPQGAN IGEQRDI I KKWK 
QKANALVNECMAVNPDYQITFQKELVKANIGVIV 
NVME DHMDVLGP T L DEVAEAF TAT 
IPYKGHLIVMKDDYTDFFAKVAKRRKTKLIWNK 
EEVPESFLRKFGYIVFPDNVAIAM 
GVAEALGIDRDIALQGMLNAPPDVGAVEVKYYNA 
NNSTNVYVNAFAANEPQSTKAILN 
KVETYNYPYNKIVLILNCRSDRIDRTRQFCEDFI 
TDVEFDTLICTGKSTQMVTDVMKG 
LPEKKYLNFEGKDIKEVERAVYNESQNALMFCVG 
NIHGPGKQIAEYIEGIK" 
gene 381814 .. 382266 /locus-tag="SSP0349" 

CDS 381814. .382266 /locus-tag="SSP0349" 

/note="similar to 
gi | 27469010 | ref | NP-7656 47 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 88 in 150 
aa, BLASTP E ( ) : 3e-71" 
/codon-start=l 
/transl-table=ll 
/product= "poly-gamma-glut amate 
synthesis protein PgsC" 
/protein-id="BAE17494. 1" 
/db-xref="GI : 72494173" 
/ trans lation="MIGSELYFSLFVGIVLSL IF 
AEKFGISPAGLWPGYLALIFDQP 
IMLLSVLIISCITYFIVNHGISRIVILYGRRKFA 
AMILTGMVLKFVFDLIYPLSPFQM 
VEMSGIGWIPGI IANTIQKQGVI ITLSTCMLLT 
CITYVILFFYSFIN" 

gene 382282 .. 383352 /locus-tag="SSP0350" 

CDS 382282. .383352 /locus-tag="SSP0350" 

/note="similar to 
gi | 27469 0 09 |ref INP-7656 46 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 59 in 357 
aa, BLASTP E ( ) : e-124" 
/ codon-start=l 
/transl-table=ll 
/product= "poly-gamma-glut amate 
synthesis protein PgsA" 
/protein-id="BAE17495. 1" 
/db-xref="GI : 72494174" 
/ translation="MKNSKKFSMEERILKWTKRH 
KKRNS I YTG 1 1 F WAL I L L VF AMT 
SQKIEPVKAIGKAPNEISMTYLGNIELNNHIRKN 
NLNDAFASIKEILKGSDYSTASLE 
MTKFSDDRKTNISKNLENVLFLKGLNLKSLNVIN 
QVTDNITARDFMKSVEAQTGYNYL 
TGNGSNPINSKTVQQTIKGKKIANVSFTDVESNY 
TDTLKNTTSVSLEPSIYMPLIKKL 
KENNDYVWNVDWG I TDERS VT TRQRE YAH S L S E 



383342. .383500 
383342. .383500 



383503. .385095 
383503. .385095 



gene 
CDS 



AGADVIIGHNSWQEIEKYKNTDI 
FYSLGNTTSEDFLSKNKQGLAVQQTWNGKQSKFM 
ITPIKSQGGKVTKSSPNWEERKL 
LNNIESKNLDLKKENGGYVYEH" 
/locus-tag="SSP0351" 
/locus-tag="SSP0351" 
/note="similar to 
gi | 2 7469008 | ref | NP-7656 45 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 61 in 52 
aa, BLASTP E ( ) : 5e-13" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17496 .1" 
/db-xref="GI : 72494175" 
/translation="MNIKQHWISITIISIVLVIF 
LLIVFARANEGLDQYEKNELKTSH HQYLSKGA" 
/locus-tag="SSP0352" 
/locus-tag="SSP0352" 
/note="similar to 
gi | 27469007 | ref | NP-7656 44 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 65 in 538 
aa, BLASTP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
gamma-glutamyltranspeptidase 
precursor" 

/protein-id="BAE17497. 1" 

/db-xref="GI: 72494176" 

/ translation="MSIYNKKSLIVILLLTI I IS 

FIFFMITKKDNYDKDDLYENKIAD 

HNQDKSDKNYGVASNNPIATRVGEKILKDGGNAV 

DASMGVSYALAITEPHSSGLGGGG 

AMLS YDGQENVAPKQWQYKD I S SFNFKQKDE I GT 

PGFVRGIHDAHKEAGKMDEKKILN 

YVIPLAEDGFEVDSELERSLKLYGSDIDRNSPFF 

DGKQTKREGDVVKQPALAS T I KG I 

RDKGPDYFYDKIGKSVSKQVDDEINEKDFESYKT 

EKKEPVGTDYLNNKVYSASNPLGG 

TLMLQGLEIDEATDNQAAPDNRLDYITGILKSRA 

LMYRNRDI INGQDEDYDEYLSQDY 

LLGRLNEVNFNSNFNTNNVDNTSTTHFWIDKDG 

KLTSTTNTLASFFGSGKFMKEGFY 

MNNSLSNFSSNPASPNYGGKHKEPRSFTAPSIW 

GPDYYMGIGTPGGNKIPTTLNEVL 

VDYLRGDGTLQESIDKPRFYNDGGKIFYENATSK 

QDVDIFKSLGFEIEEKRNDPNFGS 

VQAALYNKNDKTVEIGQDVGNR" 

complement (385354. .3866 /locus-tag="SSP0353" 

91) 

complement (385354. .3866 /locus-tag="SSP0353" 
91) 

/note="similar to 
gi I 572 8652 5 | gb | AAW3 8619 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 80 
in 445 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 



/product=" putative 

aminotransferase" 

/protein-id="BAE17498 . 1" 

/db-xref="GI : 72494177" 

/ trans lation="MNKSEQLINEDSQYFAKPGR 

I KY YP L AI S HGYGAT LVDVE GN T Y 

IDLLSSASSQNVGHAPEQVTEAIKAQVDQFIHYT 

PAYMYHEPLVKLAKKLCEISPGQY 

EKRVLFGLSGSDANDGI IKLARAYTGRPYI I SFV 

NAYHGSTYGSLSMSAISLNMRKYY 

GPMLPGFYHIPFPDNYRGMFGSNQPNTVSEYLAP 

LKEMFEKYVPAEEVACIMIETIQG 

DGGLLEPVDGYFEALQDLCKEHGILLAVDDIQQG 

LGRTGSWSSVSHYNIEPDLITFGK 

SLAGGLPMSAIVGRSEIMDYLEAPAHLFTTGANP 

VSCEAALATIAMIEDQNLLQASTD 

KGNYVRKRIDAWTEQFNTVGNVRGKGLSIGIDIV 

SDKINKTRASEAALKICNRCFDNG 

WIIAVAGNVLRFQPPLVITYEQLDTALNVLEAA 

ISDFESGKLDNYDTAGQGW" 

gene 387201 .. 387917 /locus-tag="SSP0354" 

CDS 387201. .387917 /locus-tag="SSP0354" 

/note="similar to 
gi I 572 86 701 | gb | AAW3 8 795 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 73 
in 238 aa, BLASTP E(): e-100" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
4-diphosphocy tidy 1-2 -met hyl-D- 
erithritol synthase" 
/protein-id="BAE17499 .1" 
/db-xref="GI : 72494178" 
/ translation="MIYAGILAGGIGSRMGNVPL 
PKQFLDLDGKPILVHTVEKFLLTS 
EFDKIFIATPQKWISHTKDTLRKHHITDDRIEW 
QGGSDRNETIMNIISAAEKENGIS 
DDDVIITHDAVRPFLTRRI IKENIESVLKYGAVD 
TVITATDTIITSADGDSIQSIPVR 
SEMYQGQTPQSFNVNLLRNSYNDLSDEDKQIMTD 
ACKI LWAGKQ VKL VMGE L YN I K I 
TTPYDLKVANS I IKGGMLSD" 
gene 387910 .. 388938 /locus-tag="SSP0355" 

CDS 387910. .388938 /locus-tag="SSP0355" 

/note="similar to 
gi I 57286702 | gb | AAW3 8 796 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 74 
in 342 aa, BLASTP E(): e-150" 
/codon-start=l 
/transl-table=ll 

/product="putative zinc-binding 

dehydrogenase " 

/protein-id="BAE17500 . 1" 

/db-xref="GI : 72494179" 

/ trans lation="MINQVYQLVAPRQFEVTYNN 

EDIKSNKVIVRPLYLSICAADQRY 

YTGSRNEKVLKKKLPMSLIHEGVGEWYDSKGEY 

EIGTRVIMVPNTPVEKDDVIAENY 

LPSSKFRSSGFDGFMQDYVFMDHDRWEIDDS IE 

DLSTIAYSELVSVSWHALQRFERK 



SISNKNSFGIWGDGNLGYITAILLSKLYPQAKIY 
VFGKTDYKLSHFSFVEHIYHIDEV 
PANVTFDHAFECVGGKGSQSAVNQI IDLVSPEGT 
ISLLGVSEYPIEVNTRLVLEKGLT 
MFGSSRSGAQDFREIAEFYKNNPDWEKLALLKG 
NEFDVKTINDAVNAFETDLSTSWG KTVIKWTM" 
gene 3 89 0 1 4 . . 39 0 702 /locus-tag="SSP0356" 

CDS 389014. .390702 /locus-tag="SSP0356" 

/note="similar to 
gi I 572 86 7 03 | gb | AAW3 8 79 7 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 69 
in 562 aa, BLASTP E(): 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="putative glycosyl 
glycerophosphate transferase 
involved in teichoic acid 
biosynthesis" 
/protein-id="BAE17501 . 1" 
/db-xref="GI : 72494180" 
/translation="MSKSKI I IDNIYWERIQLFI 
EGHVEDIKLNKKNFVLRNLTETKE 
L KAN D VKYE G K C 1 F KARF 1 1 YA ILDDGNYLPSGEYL 
IVYKGDFDYIANINETLLDPNNYE 
LEETALE0YSDE11T011GK1111LLLDHFTFTFKKGG 
NSSKTEYTVKPMISSEVNEFVLNI 
IFKAPMPKMNPVKKRI TDLKLKYNKYSFNVRNFI 
FQSIFKITKFFHLKKGNTVLFTSD 
SRAEMSGNFEYVYNEMLRQNLDKKYKIHALFKSN 
ISVRRNFIDKFKFPYLLGKADYIF 
VDDFHPLLYTVKFRKSQEIIQVWHAVGAFKTVGY 
SRTGKKGGPFFNSVNHRNYTKAFV 
SSETDIPFYGEAFGIKEQNIIPTGVPRTDILFDQ 
DYEKAIVADMEEALPIVKGKQVIL 
FAPTFRGSGHHTAHYPFFKIDFARFARYCRENNA 
I VLFKMHPFVKNKLNIPREYQE Y F 
VDVS DFREVND ILFITDILISDYSS LVYEFAVFK 
RPMLFYAFDLEDYITSRDFYEPYE 
TFVPGKIVESFNDLIVALDQKDFDVEKVEPFLDK 
HFKYQDGRS S ERLVRNVFGS " 
gene 390853 .. 392577 /locus-tag="SSP0357" 

CDS 390853. .392577 /locus-tag="SSP0357" 

/note="similar to 
gi I 572 86 70 4 | gb | AAW3 8 79 8 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 54 
in 572 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
glycosyltransf erase" 
/protein-id="BAE17502 .1" 
/db-xref="GI : 72494181" 
/ translation="MKFSI I VPSYNSEKYIAELL 
NSLQNQSYDKKDFEVILVDDCSSD 
NTLNWEAYKNKLNLI IKQLDTNSGGPGKPRNTA 
LQLAQGEYVFFVDSDDYINKDTLK 
DVS KF VDQNHAD WL VKME G VNGRG VP K S MF KE T 
S D AVT LAN SRI IYTLSPTKFYRTS 
LLRDHAIEFPEDLRSAEDQLFTMKAYVNAKRIAV 
LADKPYYYATKREGEHMSSAYVSP 



392762. .393346 
392762. .393346 



EDFYKVMSLITEEILNSPLENKNEVLGYFIDRHF 
SFSRTNNF S LK I ADDKKE AWMDAL 
GDFIQKVPTWDELVNDSFKPLLHYARLKDMKHY 
QMVEESYKNGKFHSYSAQEGTLKI 
QFDEGEPYFVFKKLVKPDIRMSHFEFNDQGFELE 
LEFISSIINPNHVASMIQLKLLSR 
NKKEFIYIPLTMNDQTRFKFKADLNDLMPYLIKE 
KVWDAHLEMRVDNMTIEKRIGNKR 
VKYPYSKETSTITQYNNQYYRFTPYFTKDFDNLS 
FYITSNKLNEMLAVEIKDKQTIQL 
RSLEFNYILSEGMTAVILPHMFTYGYLTSVTTKD 
TLTYHLSVGEKVKDKDLKKNFKIE TPHLVLKY" 
/locus-tag="SSP0358" 
/locus-tag="SSP0358" 
/note="similar to 
gi | 23114979 |ref | ZP-00100256 . 1 | 
[Desulf itobacterium hafniense 
DCB-2], percent identity 39 in 188 
aa, BLASTP E ( ) : 3e-41" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17503 .1" 

/db-xref="GI: 72 49 4182" 

/ translation="MTKSKIDVKDLINIGLFTAV 

YFIFIAPPGILGI IPIFMLLLPAM 

I GLVGG I PVML L I TKTQKFGAL T I CGVWS LLLA 

IMGHPWMAL I L S VPVI VI ADMVMA 

MGQYKSWKLNS IGYI IFSFWPIGNLLPFYFMRNS 

YLAF IQDKYGTDYEATVEGLF S I G 

MIPIILITTIIGAWIGAYIAKGILKKHFKRAGI I 



393348. 
393348. 



394067 
394067 



394077. .395531 
394077. .395531 



/locus-tag="SSP0359" 
/locus-tag="SSP0359" 
/note="similar to 
gi 123114980 | ref | ZP-00100257 . 1 | 
[Desulf itobacterium hafniense 
DCB-2], percent identity 37 in 218 
aa, BLASTP E() : 9e-39" 
/ codon-start=l 
/transl-table=ll 
/product="ABC-type cobalt 
transport system permease 
component" 

/protein-id="BAE17504. 1" 
/db-xref="GI : 72494183" 
/ translation="MYNQVLSQNHIFNFDPRIKI 
GLMLIISLISLTGGVTGQGIFIRL 
IIMVIPVLLLIVIGKYKIGIACIVLTVAAWYGEA 
FVSIEQSQVATLLVFVPSGI ITRF 
LPSLAMGYYIFKTTQVEVLILGLERMKLSRKITI 
P I AVMFRF I PT I RME S AS I KDAMK 
IRGISLRFAFKKPMQYIEYRIVPLLNSVIKIGNE 
LTIASITRGLNLTHKRSSIVTLKI 
RWLDWLFIVGTLLLCITYYIV" 
/locus-tag="SSP036 0" 
/locus-tag="SSP036 0" 
/note="similar to 
gi | 23114981 | ref | ZP-00100258 . 1 | 
[Desulf itobacterium hafniense 
DCB-2], percent identity 45 in 486 



aa, BLASTP E ( ) : e-111" 

/codon-start=l 

/transl-table=ll 

/product="ABC-type cobalt 

transport system ATPase component" 

/protein-id="BAE17505 . 1" 

/db-xref="GI : 72494184" 

/ translation="MIQFENVSFNYDNSEKILND 

INLTINDSEVICLTGASGCGKTTI 

TRLLNGTIPHFFHGE I DGRI I VNGKDI TKQS I YE 

VSQVSGSVFQNPRSQFFCLNTTSE 

LAFEPENFGVEPNEINTQIANSAYEFNIEHLLDR 

GIFNLSGGEKQLIACTTIQVSGHD 

I I ILDEPSSNLDFKT I SKLRKMLNI WKQEGKT I I 

IAEHRLHYLMDWDRFI ILAQGTM 

RKQYDKDTFNKLSHETLAELGLRTTHLDKMKPKV 

HHNVACGTLTLKDFNFKYKPRLPL 

SINIPKIELNKGKVTAVIGHNGSGKSTFARCLTG 

VERKFKGKVDNDEVTLKRGHRLNN 

VYLVFQDVNNQLFAESVGEELRLSHADLDDETIQ 

KQLQYYGISQHIERHPLSLSGGEK 

QRLAIASAVETSRDILIFDEPSSGLDGQRMREIS 

GIIDDLATNGHTI IVITHDYELLL 

SCADEILHLENGHVKDQYTMNDAILGKLQSFFEI 

gene complement ( 395654 .. 3977 /locus-tag="SSP0361" 

26) 

CDS complement (395654. .3977 /locus-tag="SSP0361" 

26) 

/note="similar to 
gi I 27468879 | ref | NP-765516 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 25 in 691 
aa, BLASTP E() : le-6 0" 
/codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17506 .1" 

/db-xref="GI : 72494185" 

/ translation="MISSLSIRNHYTTELKRCIN 

KVIILLPLNKPCKINLNGSTITIE 

DGIIINNADLFQMFDVQDLVELSLPLQLFFEKDT 

CLSTSYFDFNHIKLVEQFRNLILE 

NLHLPLQDENTASLYISNI IDFLIKEAKVTLNTV 

YIPPLNTKHPLLQQITEYIHNNIY 

HKISTKNVSKAFYISQSYISILFSSILNMNFKHY 

TTSLRIALSLFDLIQNDQSIYDVA 

IKYQFTNVSTYSKHFKHYIQMPPKKYIYNFRQEY 

YNEPKQ I D I DQAKT I H YF AQ I QKS 

AKRVDHIAKTLNLSTLSFSDTFNEPHTFIQLERL 

DDLVHFDAMISEQNDILVFPKVNI 

SILDTQIIHLNAFKLQQVLTSIHQLIDRNYHITL 

KITSKFLTNQSSTFLRKLLLELKN 

NLNHITLQLDLTFNEAKSMTESINNIKQSYPQIK 

IGVIIDKIIENSANILQIRRFMSL 

LETDLYFINLDLISLAELITQKISPIQQDLDLKA 

RIVLFIHSLGSKHAKKLIFNHLTH 

SAIKSCYHYSKQETHVAITQFLIEFNQLIGGFGY 

PYYSDDYDRIMLFNQYQSAMPWH 

IYGLLSPYYKQPITTLPYAIVTKTKTHYHILLFN 

NLSESTISVNINHHFIKSFPIFSS 



398064 
398064 



.399080 
.399080 



399165. 
399165. 



399419 
399419 



9374. .400456 
9374. .400456 



LINSEYGLINNLIPQNINQTYIDKSLLKQINRTN 
YPRLKLTMHYFKDPLIFKLTKSAL LNIMISIN" 
/locus-tag="SSP0362" 
/locus-tag="SSP0362" 
/note="similar to 
gi I 2080672 7 | ref | NP-621898 . 1 | 
[Thermoanaerobacter tengcongensis 
MB4], percent identity 31 in 337 
aa, B LAS TP E(): le-43" 
/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE17507. 1" 
/db-xref="GI : 72494186" 
/ translation="MKNNKPTLHDVARVAGVS IA 
TVSNVLNNKSSELSDKTKDKVLNA 
IETLNYEPNQFARGLKTGRSNI IAFIVPDQNPFF 
TEVLTE I SHECQKHHLHVAVAS SE 
ENEDKQQDLIETFVSQNVSAI ILVPVKSKFQMKR 
EWLKIPIMTLDRELESTSLPSITV 
DNEEAAYIATKRVLESTCKEVGLLLANPNISTTI 
GRKNGYNKAISEFDLNVNPSLIHY 
SDQQLGTNAQI YSGYEATKTLLSKGIKGIVATNH 
LLLLGALQAIKESEKEIKKDVI IV 
GFDDSYWNEIYTPKLTVISQPVKEMGQVAAKMIY 
KLIKGKDVTSIKLSTKLIIRESCS FNKT" 
/locus-tag="SSP0363" 
/locus-tag="SSP0363" 
/note="similar to 
gi I 53611566 | ref | ZP-0 03 42323 . 1 | 
[Azotobacter vinelandii] , percent 
identity 57 in 57 aa, B LAS TP E(): 
9e-12" 

/codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the major facilitator 
superf amily " 

/protein-id="BAE17508 . 1" 

/db-xref="GI: 72494187" 

/ translation="MDTSSNSVREKTWMGVPRI I 

FAALIAIFIFMTGDGIEQAFLSKN 

IVDLGFSSGQASLVFTVYGVMVWGSWLAQFYQM 

SMVREK" 

/locus-tag="SSP036 4" 
/locus-tag="SSP036 4" 
/note="similar to 
gi I 53611566 | ref | ZP-0 03 42323 . 1 | 
[Azotobacter vinelandii], percent 
identity 50 in 348 aa, BLASTP E(): 
e-104" 

/ codon-start=l 
/transl-table=ll 
/product="putative truncated 
permease of the major facilitator 
superf amily " 

/protein-id="BAE17509 .1" 

/db-xref="GI : 72494188" 

/ trans lation= "MVS AVLSDVYGPRKVMVLGT 

VIWLVFHILFLVFGLGLENYSMML 

LMYGIRGLGYPLFLYGFLVWVTYITNKARLATAI 



GWFWAMFSVGMGVIGTYLPSFTIP 
HIGFMGTLWMSVIWIGVGGLIAFYWGKRNIKPN 
VDKPIKERYVKVLKEVGIVYKNPD 
IIKVFWRIINQLSLFGLWISPVLFTDTIGFTM 
QQWLWTWGTMH I TC I VGDWWG I V 
ADKIGWKRQVMLFGCIGCGITTLLFYYLPILSGD 
IFAIAILCAVLFGITQSAFVPIFA 
IFTALEPEHIGATLSSHNLAAGLSNFAAPAIATL 
F LP I FNE VGWWAF A I C YF VG AV I 
TYFIKVHQPGIDDRKVTEMNKQTQTN" 
gene 400473 .. 401957 /locus-tag="SSP0365" 

CDS 400473. .401957 /locus-tag="SSP0365" 

/note="similar to 
gi | 27469003 | ref | NP-7656 40 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 60 in 493 
aa, BLASTP E ( ) : e-178" 
/codon-start=l 
/transl-table=ll 

/product="putative sugar kinase" 

/protein-id="BAE17510 . 1" 

/db-xref="GI : 72494189" 

/ translation="MEEWLGIDLGTSAVKTIAV 

NRDGQWGQMSEPLTLIQTEPGYN 

E EA"lir, LLKLDELKNKKI SGASF 

SGQMHGLVALNHQGEP I RNAI LWN 

DTRTTQQCQSIKNQFGETLLKNPILEGFTLPKLL 

WLQENEPTHWQALDVFLLPKDYVR 

YKMTGDISMEYSDAAGTLLLNTDTKQWDTRVGEQ 

LAIGDIYPKLINSHDFVGNLTEDV 

KAALGLDNDVAVFAGGADNACGALGAGVINEAQA 

LCSIGTSGWLTCSQENEKSLGNN 

IHYFNHALPQMTYTMGVTLSAGDSLNWLKRTMFD 

DESFDDIVQQAAESQIGANGLLFA 

PYLQGERTPHGDAYIRGSFIGLSSNTVKADFARA 

TIEGITYSLYESYRYMMQANSNSN 

RVISIGGGSKSNFWLQLQADVFNAEVTPLKYEEG 

PGMGAAMLAAYGLGWFKSMEDCVD 

AFIEYDKTYYPNLENHKKYEQYYNVYRQIYEQTQ 

TLTQQLLTIK" 

gene 401976 .. 403046 /locus-tag="SSP0366" 

CDS 401976. .403046 /locus-tag="SSP0366" 

/note="similar to 
gi I 16077682 |ref INP-3 8 8 496.1 | 
[Bacillus subtilis subsp. subtilis 
str . 168], percent identity 59 in 
352 aa, BLASTP E(): e-121" 
/codon-start=l 
/transl-table=ll 

/product=" sorbitol dehydrogenase" 

/protein-id="BAE17511 . 1" 

/db-xref="GI : 72494190" 

/ translation="MEKNIPETMNISLLNKPFDM 

EMKEVKVPK I GAT DVL VKVMAVGV 

CGSDVHYYEHGRVGEFWEKPLILGHECSGWTD 

VGSNVTRFKVGDRVAIEPGVPCGE 

CEYCKSGKYNLCPDVEFLATPPVDGAFSQYISHP 

EGFLFHIPEALSYEEATLNEPFSV 

GVQACKRANVQPGSTWIMGMGPVGLMAWAAKA 

FGATKI IVSDLEKIRLDEALKLGA 

THAINIKEEGVATRINEITKGKGVNYAFETAGNP 

IALQNALAALNNGGTLAIVGLPQQ 



ENIELNIPFIANHEINIVGIFRYANTYDMGLEML 
AS T S ADLNTMF TDAYDLNE AKE AM 
EQARTNKSGSLKVMVYPNGKPE " 
403921. .404595 /locus-tag="SSP0367" 
403921. .404595 /locus-tag="SSP0367" 
/note="similar to 
gi | 53771322 | ref | ZP-0 0182 8 43 . 2 | 
[Exiguobacterium sp. 255-15], 
percent identity 42 in 217 aa, 
BLASTP E() : 4e-47" 
/codon-start=l 
/transl-table=ll 

/product= "putative 2-haloalkanoic 
acid dehalogenase" 
/protein-id="BAE17512 .1" 
/db-xref="GI : 72494191" 
/ trans lat ion= "MYKAI IFDVYGTIFDISSLE 
KHMDQFDEAQAS S I SQLWRKTQLQ 
HMFLKQIMQRYITFDDLTKDALRYTLDEHKVQYN 
REDINQLFDAFLDLDYFKEIPRVF 
SDLKAKNIDIGVLSNGNDSMLMPLVDNSKISEYI 
DTVMSVDE I KQ YKP SPAS YAL I LN 
YYHLTREEILFVSSNSWDITGAANFGFDTVWINR 
DKVQFDYNGQSPTMTVSNLNELVK WLEMNK" 

complement (404785. .4057 /locus-tag="SSP036 8" 

74) 

complement (404785. .4057 /locus-tag="SSP0368" 
74) 

/note="similar to 
gi 12746913 8 | ref | NP-765775 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 46 in 359 
aa, BLASTP E() : 7e-86" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
succinyl-diaminopimelate 
desuccinylase" 
/protein-id="BAE17513 .1" 
/db-xref="GI : 72494192" 
/ translation="MVAEIGSGKPWGVSGHMDV 
VTTGDTEQWNYDPFKLTEDDQGRL 
HGHGSADMKSGLAALAISLIEIKKAGTLNQGTIR 
FMATAGEEVTSNGAALLHEKGYMD 
DVEALLIAEPSQDGIVYTHKGTMDIQVISKGKSA 
HSSMPELGFNAINPLVDFIHYLNV 
EYNKVDVRSKLLGTPTMNSTI INGGDQVNSIPEY 
AE SLFNMRT I P AYDNKKFE S LFN S 
IKEKEDNADITVNPYVNRDPVYTTGDNEFLKLAK 
SLGDEYFNRDLDVTSSTATTDASY 
LMKDKGEDFSFVMYGPGETGQAHQVDEYVYKDTY 
LTFIDLYTQMLPQYLNDFK" 

complement (405823. .4059 /locus-tag="SSP0369" 

39) 

complement (405823 . . 4059 /locus-tag="SSP0369" 
39) 

/note="similar to 
gi | 2746913 8 | ref | NP-765775 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 72 in 37 
aa, BLASTP E() : 5e-08" 
/ codon-start=l 



/transl-table=ll 

/product="putative truncated 

succinyl-diaminopimelate 

desuccinylase" 

/protein-id="BAE17514. 1" 

/db-xref="GI : 72494193" 

/ trans lation="MSVLSNEERVKILSDI IE IQ 

SVNEKELDVAHYLQKLFK" 

complement (406040. .4065 /locus-tag="SSP0370" 

31) 

complement (406040. .4065 /locus-tag="SSP03 70" 
31) 

/note="similar to 
gi I 15925519 | ref | NP-3 73 053 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 69 
in 161 aa, BLASTP E(): 6e-61" 
/codon-start=l 
/transl-table=ll 
/product=" putative 
acetyltransf erase" 
/protein-id="BAE17515. 1" 
/db-xref="GI : 72494194" 
/ translation="MIRHATKSDLPNILDIYNDA 
ILNTTAVYSYKPQTLASREIWFEN 
Kf^iUlllEP IFYFEEQGEAYAFATYGSFRDIvPAYQY 
SIEHSIYVNEHHRGKGIASQLLKQ 
LINHAQVEGYKTLVAGIDATNDNSIYLHKKFDFQ 
HSGTIQNVGYKFDKWLDLAFYQLD LSK" 
406754. .407353 /locus-tag="SSP0371" 
406754. .407353 /locus-tag="SSP0371" 
/note="similar to 
gi 1 15925518 | ref | NP-3 73 052 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 65 
in 205 aa, BLASTP E(): le-72" 
/codon-start=l 
/transl-table=ll 
/product="sortase A" 
/protein-id="BAE17516 .1" 
/db-xref="GI : 72494195" 
/translation=" MKKWGNRL I T L I GVLF I L AA 
IYLFAKPHIDQYLHEKESEEKIET 
YDKDAANKKENKQEIPKDKSEMVGYLTVPDAEIK 
TPVYPGPATPELLDRGVSFAEADE 
SLDDQNIAIAGHTNIGSSDYQFSNLKEAKKGSEV 
RFKVGNKNNVY K I T K I F DVKP E D V 
QVLDEHKSSKKQLTLITCDNYNEQTNTWEDRKIF 
IAEAV" 

complement (407430. .4080 /locus-tag="SSP0372" 
98) 

complement (407430. .4080 /locus-tag="SSP03 72" 
98) 

/note="similar to 
gi I 49485199 | ref | YP-0 42 42 0 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
81 in 221 aa, BLASTP E(): 5e-99" 
/ codon-start=l 
/transl-table=ll 
/product= "putative 
N-acetylmannosamine- 6 -phosphate 



epimerase" 

/protein-id="BAE17517. 1" 
/db-xref="GI : 72494196" 
/ translation="MLPQGLIVSCQALPDEPLHS 
S F I MS KMALAAYEGGAVG I RAN S K 
AD 1 1 E I KKE VD LP V I G I VKRD Y AH S DVF I T AT S K 
EIDELIESNCEVIALDATKQTRPK 
ESLSELVSYIRNKAPNVEIMADISTLEEAKNADE 
LGFDYVGTTLRGYTSYTKGHILYE 
NNYQFLKDVLAHVNAKVIAEGNVITPEMFKDVTD 
LGVHCTWGGAITRPKEITKRFIN AFDK" 
408265. .409062 /locus-tag="SSP0373" 
408265. .409062 /locus-tag="SSP0373" 
/note="similar to 
gi I 572 85 42 7 | gb | AAW3 752 1 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 73 
in 264 aa, BLASTP E(): e-108" 
/ codon-start=l 
/transl-table=ll 

/product= "putative transcriptional 
regulator" 

/protein-id="BAE17518 . 1" 

/db-xref="GI : 72494197" 

/ trans lation="MKFENRIQRYHHLFTKTDKQ 

IVEYIQSNHFDDSFSTINSLAHAI 

GTSPATITRFSNKLDYDNFQDLKFNLQQEMTDKV 

IENSPLIQRIHKYHQDI IQQTGEF 

ISDEKIQSFVNQIMRSRQI IYAGLGSSGLSATEF 

YYRMMRMGLKG S VS T DAHQMK I FG 

SLLTTSDTFLAISNSGETAELIAAAEVAHARGAY 

WAITNYEGSTLTECADLVLITTD 

QSRINDSRFINTQIATLFLIDIVSYLLLDDDYMH 

NVYQHTKKTVLNE " 

complement (409147. .4100 /locus-tag="SSP03 74" 

19) 

complement (409147. .4100 /locus-tag="SSP03 74" 
19) 

/note="similar to 
gi | 49482548 |ref I YP-039 7 72 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
57 in 284 aa, BLASTP E(): 7e-90" 
/ codon-start=l 
/transl-table=ll 
/product="putative ROK family 
protein" 

/protein-id="BAE17519 .1" 
/db-xref="GI : 72494198" 
/ translation="MTDYKVAIDIGGTDIKAAVL 
DNGLNFVDYQKIPTPNNINEYIVD 
KVYDIVKHFQMTYKLSPLHVGISSAGVIDETNGV 
IDYTGPTIPNFRGTNFPKLLASLN 
ADVKIYNDVNAALLGELYFHQYDVDNIFCLTLGT 
GIGGAFYNQTLGLYNGTRHRANEI 
GYLLYRSEDQLTFEQRASTTALKSLMKSKSFPYS 
DDVPMLFKLADQDNELALDILNEW 
SFNVAEGLAQIQIIYDPGLILIGGGISAQDQTLL 
KYIVPKIQNFLPPEYGHAEIKTTH 
TKNHASLFGAVSQF " 
410343. .411161 /locus-tag="SSP0375" 
410343. .411161 /locus-tag="SSP0375" 



/note="similar to 
gi 1572 85425 | gb IAAW3 7519 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 82 
in 272 aa, BLASTP E(): e-126" 
/codon-start=l 
/transl-table=ll 
/product="N-acetylneuraminate 
lyase subunit" 
/protein-id="BAE17520 . 1" 
/db-xref="GI : 72494199" 
/ translation="MKEEGLAQIAKNAIETEKLD 
GLYVNGSSGENFLLSKEQKKQVFK 
VAKEAVNDDVKMIAQVGSLDLNEAIELGKYATEL 
GYDAI SAVTPF YYPFSFEE I KDYY 
FELIEATQNNLI IYAIPDLTGVNISIEQFGELFN 
HEKII GVKYT APNF FLLERI RKAF 
PDKLILSGF DEML VQ AAVS G VDG A I G S T YNVN G V 
RARQ I F E KAQNGN I AE AYE IQHET 
NNIIENVLSMGIYSTLKEILASRGIDGSVPKRPF 
KPFNEANRSKLDKLIKDYNL" 
gene 411187 .. 412716 /locus-tag="SSP0376" 

CDS 411187. .412716 /locus-tag="SSP0376" 

/note="similar to 
gi I 5728542 4 | gb | AAW37518 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL J , percent identity 81 
in 510 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 

/product=" sodium: solute symporter 
family protein" 
/protein-id="BAE17521 . 1" 
/db-xref="GI: 72494200" 
/ translation="MQQVGFGTWNWVAVIVYLVL 
MLLVGAYFTKRASQNTDSFFTASG 
RLPSWAVGFSIYATTLSAITFMSTPEKAFLTDWS 
YIAGNIAIVAI IPLLIYFYVPFFK 
KLKVTSAYEYLEARFRPSVRVIGSLLFVLFHLGR 
VAIVIYLPTLAITAVSDLNPYWA 
SLVGILCILYTFLGGFEGWWSDFIQGI ILLGGA 
AAIIILGIIHIKGGMGTWTDALD 
HKKLISADNWKFNTAAAAIPI IFLGNIFNNLHQY 
TASQDWQRYQASESMSETKKSLW 
MNGVLALISAPLFYGMGTMLYSFYTHESALPEGF 
NTSSIVPYLILTEMPPFIAGLLIA 
TIFAAAQSTISSSLNSISACLSVDIKHRIFGKGK 
EKDEVTFARWMI I LSGLFGFGMS I 
YLIASDSNDLWDLFLLITGLVGVPLAGVFAVGIF 
TKRTNTLGVICGLALGI IFAYIFN 
GIGGGNSPFFVSI ISFLVAFIFSYLIRIVIPDKK 
KDIVGLTIFDIKEKSNYVSKIHVK K" 
gene 413085 .. 413615 /locus-tag="SSP0377" 

CDS 413085. .413615 /locus-tag="SSP0377" 

/note="similar to 
gi | 42525870 | ref | NP-970968 . 1 | 
[Treponema denticola ATCC 35405], 
percent identity 45 in 182 aa, 
BLASTP E() : 2e-43" 
/ codon-start=l 
/transl-table=ll 

/product=" putative NADPH-quinone 



reductase" 

/protein-id="BAE17522 .1" 
/db-xref="GI : 72494201" 
/ trans lation=" MS TLVI IAHPDISNSTVNKH 
WRDALSKIGESVTVHEIYPEYPHG 
KIDIEKEQKLIEAHDHIIFQYPLYWYSSPPLMKQ 
YLDEVFTHGWAYGSKGDALKGKNI 
GLAISIGSIAEAYTPEGNVKFTIDELVSPMIATT 
RFVSANYVGAHKLYSAFTIAPSQL 
EENTQDYLNFIQSLNK" 
gene 413873 .. 414679 /locus-tag="SSP0378" 

CDS 413873. .414679 /locus-tag="SSP0378" 

/note="similar to 
gi I 15925515 | ref | NP-3 73 0 49 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 67 
in 266 aa, BLASTP E(): e-104" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17523 .1" 
/db-xref="GI : 72494202" 
/ translation="MIKAIAVDMDGTFLNTQKTY 
DEERFERIFQQLKTQQIKFIAASG 
NQYAKLKSIFGERAMYFVAENGAVIYEGDKLYDY 
QTFDRDFYQQWDYLNIERGINNL 
IVCGLSSAYILKENPESFKKDAHFYYRQLEEIHS 
LQHLPEDEYVKIAFNINRETHPTL 
DEDLKARFNGKLEFVSSGHDS IDI I IPGVTKGNA 
LKRLLNTWQLDASELMAFGDANND 
LDMLLLAEHSYVMENSEDHSLFEAAKHVAPSNDK 
QGVLSVIESEVLNKPI " 
gene 414769 .. 415431 / locus-tag=" SSP03 79 " 

CDS 414769. .415431 /locus-tag="SSP0379" 

/note="similar to 
gi 12 746 8991 | ref | NP-765628 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 72 in 220 
aa, BLASTP E ( ) : le-90" 
/ codon-start=l 
/transl-table=ll 
/product="putative flavin 
oxidoreductase" 
/protein-id="BAE17524 . 1" 
/db-xref="GI : 72494203" 
/ translation="MMTQMQQTILDAFNFRHATK 
RFDANKKISESDFNTILETGRLSP 
SSLGLEPWRFWIQNREIRDKLKAISWGAQGQLD 
T AS HF VL I LARKNVT S Q S DYVQHM 
IRNVKKYSEASIPATEKKFDDFQTNFHINDNDQS 
LLDWARKQTYIALGNMMTSAALLN 
IDSCPIEGFDLDAVTQFLTDDGI IDEAHFAPSVM 
VAFGYRETEPKDKVRQTQDDIVEW LE" 
gene complement ( 415472 .. 4158 /locus-tag="SSP0380" 

13) 

CDS complement (415472. .4158 /locus-tag="SSP0380" 

13) 

/note="similar to 
gi I 28379 82 7 | ref | NP-786 719 . 1 | 
[Lactobacillus plantarum WCFS1], 
percent identity 70 in 114 aa, 



gene 
CDS 



complement ( 415815 . 
53) 

complement ( 415815 . 
53) 



gene 
CDS 



complement ( 416354 . 
17) 

complement ( 416354 . 
17) 



gene 
CDS 



complement ( 416808 , 
17) 

complement ( 416808 . 
17) 



BLASTP E ( ) : 2e-42" 
/codon-start=l 
/transl-table=ll 
/product=" truncated 
beta-glucosidase" 
/protein-id="BAE17525. 1" 
/db-xref="GI : 72494204" 
/ translation="MWDRYNKPLFIVENGLGAKD 
TIEDGQIHDNYRIDYLQKHIAEAK 
RAVEDGVDLMGYLAWGPIDLVSMSTSEITKRYGF 
I YVDQDDYGQGTKKRI KKD S F DWY 
KALIQSNARDL" 
.4161 /locus-tag="SSP0381" 

.4161 /locus-tag="SSP0381" 

/note="similar to 
gi I 156133 4 4 |ref INP-2 416 47. 1 | 
[Bacillus halodurans C-125], 
percent identity 50 in 89 aa, 
BLASTP E() : 5e-2 0" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
transcription antiterminator " 
/protein-id="BAE17526 .1" 
/db-xref="GI : 72494205" 
/ translation="MHIVNASMDENIANIYEITK 
ITKSILDIVRYHFNLHINEDALSY 
SRFMTHLKFFSQRLINHESLNEVTDESLLQVLQQ 
KHVKSDACVDKKSLLRSIRLGLAN 
RFNWTQSRLK" 
.4166 /locus-tag="SSP0382" 

.4166 /locus-tag="SSP0382" 



/n 



ila 



gi | 15673 443 | ref | NP-267617 . 1 | 
[Lactococcus lactis subsp. lactis 
111403], percent identity 41 in 86 
aa, BLASTP E ( ) : 3e-ll" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 
beta-glucoside operon 
antiterminator" 
/protein-id="BAE17527. 1" 
/db-xref="GI : 72494206" 
/ translation="MKITKILNNNWISKINNEE 
RIVMGKGIAFGKQNGQELEKDKID 
KVFRLTSEEQERMLTLLNEIDQNVLLTTQDI I IK 
ANQLYEKPM" 
.4176 /locus-tag="SSP0383" 

.4176 /locus-tag="SSP0383" 

/note="similar to 
gi | 57285216 | gb | AAW3 73 1 0 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 60 
in 268 aa, BLASTP E(): 6e-95" 
/ codon-start=l 



417805. .418350 
417805. .418350 



418585. .420366 
418585. .420366 



/transl-table=ll 

/product="putative glyoxalase 

bleomycin resistance protein" 

/protein-id="BAE17528 . 1" 

/db-xref="GI : 72494207" 

/ translation="MTFHDKNATQVTNITLNVSD 

LKNMIKFYTQILGLTIKHETNHAV 

TFNVGAHGHTLTLNEIENGRRPSMRESGLFHMAL 

LLPTRQDLGNFLYHAASTGVQVGG 

GDHLVSEALYFADPEGNG I E I YYDRPKAGWI WND 

NKVKMDTLEVDANDLVEQRSENGW 

QGMPDDAKIGHLHLKAADIGQSRHYYLDELGLDH 

VSDLPQAVFMS TNHYHHH I AFNTW 

QSNMLRQNNSQSLGLTHIEIYKPNAQETQFIGPE 

GFEILVHSNTHLVADKD" 

/locus-tag="SSP0384" 

/locus-tag="SSP0384" 

/codon-start=l 

/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17529 .1" 
/db-xref="GI : 72494208" 
/ translation="MTHYYFKENFFNASSSAIEI 
YN D KE D WF T I E L F Y T S AVQ Q T MA 
YLGNNKQNFE I TDGQDTYRVLQEGAI SGAIKKPF 
KTVWTVEKUUQP I GLFR C KMG L KP 
TMYFEGTQGDIIKFQSGFFSRSYKVTESNQEIMQ 
TKSERFKFASRHDVYIETETYHPA 
MLILLFQVFYEFQEKQRKNAN" 
/locus-tag="SSP0385" 
/locus-tag="SSP0385" 
/note="similar to 
gi 1 15614899 | ref | NP-2 432 02 . 1 | 
[Bacillus halodurans C-125], 
percent identity 54 in 576 aa, 
B LAS TP E ( ) : 0.0" 
/codon-start=l 
/transl-table=ll 
/product="ABC-type multidrug 
protein lipid transport system 
ATPase component" 
/protein-id="BAE17530 . 1" 
/db-xref="GI : 72494209" 
/ translation="MKVFLKLGWFFKQQKTSYLI 
GLGTLLLIALIEIVPPQI IGRTID 
EMTSNRLTPRL LAIYLFILVI TAI LT YVLRYVWR 
LSIFGTSQKLGKILRTYLYKKYTE 
MSAIFFQNRRTGDLMAHATNDIRAVQNAAGAGIL 
MIADSLITGGTVI ITMATTVSWKL 
TLIAMIPLPFMVLLTSIYGSLLSKGFKKAQAAFS 
KLNDKTQESVAGIKVTKTFGYEPS 
DQADFKHLSDDWAKNLKVSKIDALFDPTITLVI 
GMSYFLSIAFGAQMVFHNDISLGQ 
LITFNTYLGMLVWPLLALGLFFNIVQRAKASYER 
IEEIGELPNDIDTSYVIDERPQGD 
IRFNINQFYFPGNEDQGIYDIHFTIKEGSTVGIV 
GRTGSGKSALIRLLLREFDTQHAQ 
DIEFGGHPIRDYNVESLRAQFGYVPQEHFLFSTT 
IRNNIAFSNETIDDEKIFEASKLS 
HIHDDIMQFSKDYQTWGERGVSLSGGQKQRVSI 
ARALLVNPEILILDDSLSAVDAQT 
EEAI LENLERLRSGKTN I I TAHRMS AVKHADL I I 



VMNEGRI IERGNHATLMSKKGWYY 
DTYQAQALQEQLSRNLDSLTKGDGEND" 

420359. .422122 /locus-tag="SSP0386" 

420359. .422122 /locus-tag="SSP0386" 
/note="similar to 
gi | 56419871 | ref | YP-147189 . 1 | 
[Geobacillus kaustophilus HTA426], 
percent identity 53 in 581 aa, 
BLASTP E ( ) : e-177" 
/codon-start=l 
/transl-table=ll 
/product="ABC-type multidrug 
protein lipid transport system 
ATPase component" 
/protein-id="BAE17531 . 1" 
/db-xref="GI : 72494210" 
/ translation="MTENANLTAKDQGSALIRLF 
KYTLPYKWIIVLAFITLILSTIAS 
MMTPYMVKIF I DDYLTPRHFPKETMVWL I VIF I S 
IQLIGAITLYFSQYLFQYLAFKVI 
QQLRIDAFNKLGKLGMRYFDKVPGGSIVSRLTND 
TETIVDMIVGVFSTFIMAFFMMIS 
SYIMMFVLDVKLALIALIFLPI IMI ILASYRKYS 
AFLFSKSRQRLSDLNSKLAESIEG 
MKIIQAFNQERRLNKEFNKINDEHYQYMLKTVKL 
DSLLLRPAISSISIFAWMILGYF 
G V I S F T T G I T AG WF AF VQ YME RFFEPINQVSQN 
LNILQQALVSASRVFALINDDTYE 
PQQEANNDNAIET G EIEFD1JV 5 F S Y D G E T D VL KN 
ISLTAKPGEMIALVGHTGSGKSSI 
INLFMRFYEFNRGDIKIDGNSIKKIPKTELKEKI 
GLVLQDAFMF YGT IASNIKLYHPS 
MTFEQVKAAAEFVHANHFIEKLPNQYQHKVIEKG 
SAFS SGER'JL I AFART I ATNPKIL 
ILDEATANIDSETEEQIQQSLNKMRKGRTTLAIA 
HRLSTIQDADQIFVLNKGEIVERG 
THAQLIAQKGI YHNMYLLQNG" 

complement (422220. .4224 /locus-tag="SSP0387" 

98) 

complement (422220. .4224 /locus-tag="SSP0387" 
98) 

/note="similar to 
gi | 274689 8 7 | ref | NP-765624 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 65 in 91 
aa, BLASTP E ( ) : 3e-31" 
/ codon-start=l 
/transl-table=ll 
/product=" putative 
acetyltransf erase" 
/protein-id="BAE17532 .1" 
/db-xref="GI : 72494211" 
/ translation="MAEIKQGTNKFYIGDDENNP 
QAQITFNQQNDNQIDIDHTGVPEE 
MGGQGIGSQLVKAWDYARDNNLKVSATCPFAKS 
VI EKHDE YQDVYVG " 
422676. .423671 /locus-tag="SSP0388" 
422676. .423671 /locus-tag="SSP0388" 
/note="similar to 
gi | 274689 86 | ref | NP-765623 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 54 in 320 



aa, BLASTP E(): e-103" 

/codon-start=l 

/transl-table=ll 

/product="putative ABC-type Mn Zn 
transport system periplasmic Mn 
Zn-binding protein" 
/protein-id="BAE17533 .1" 
/db-xref="GI : 72494212" 
/ translation="MKKSI I IMLTCVMMITLSAC 
GNINKSEKKDVSTNNKLKIYTIAF 
AFQSFTEQIGGKYVDVESIYPPGADMHSFEPTQK 
EMVNIAKSDLFIYSNQDMDPVAKK 
IAGSINNEHLKLPVAANLKQADLLSNHEHEHDHE 
HEGHEAHEEHDEHEGHDHEEGSKD 
PHIWLDPVLNKKMVKAIKDDLVKKDSRHKAYYEK 
RYKQLIADLDDINHEMKDITSNPK 
RDTWISHDSIGYLANRYGFKQEGVSGMNNEEPS 
QRDLMAIVKRI DDTKQPYVLYEQN 
ISSKVTDVIQKESNTTPLSFHNMATLSKKEMNDK 
DITYQSLMKENIKSLDKALNH" 
gene complement ( 423824 .. 4252 /locus-tag="SSP0389" 

48) 

CDS complement (423824. .4252 /locus-tag="SSP0389" 

48) 

/note="similar to 
gi | 27468985 |ref INP-76562 2 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 79 in 472 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="putative aldehyde 
dehydrogenase" 
/protein-id="BAE17534. 1" 
/db-xref="GI : 72494213" 
/ translation="MNQLFINNEFIASKSTDTMD 
VINPATGEKIDTITFATEAEVNDA 
VEKSKQAQLEWEKTPEPTRADHVKLLIPLLEQNK 
DTLAELYVKEQGKTLAS AKGE I DK 
AIQFIDYMTGLSMNNKGEVLKNSRENETILLTKK 
P I GVTAG I VP WNAP I MVLMRKVI P 
AVITGCSWIKPSEATSLITLKIAELLRASTIPA 
GLVQILPGTGETVGTQLAQHPDIQ 
LISLTGSMRAGKSVYAESASTVKKVNLELGGNAP 
VIVTSNADLDKAVNYIVTARINNA 
GQVCTCPERIFVHQDIHDTFIDKLKAQMEQLTVG 
DPFDESTDYGAI INQQQLDSIDDK 
VQNAVKNGAQLITGGHKIKRSGFFYAPTILDHIN 
LEDSAFKEEIFGPVLPIVTYSEFE 
HALNQANDTNAGLSSYIFSENLKEIMLATEKLKF 
GEVYANCEAEEWNGFHAGWRESG 
LGGADGIHGLEEYYNTTVSYIRYD" 
gene 425489 .. 425920 /locus-tag="SSP0390" 

CDS 425489. .425920 /locus-tag="SSP0390" 

/note="similar to 
gi I 572 85214 | gb | AAW3 73 0 8 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 64 
in 143 aa, BLASTP E(): 3e-45" 
/ codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 



425990 . . 426946 
425990. .426946 



427028. .427933 
427028 . . 427933 



427964. 
427964. 



428566 
428566 



regulator" 

/protein-id="BAE17535 . 1" 

/db-xref="GI : 72494214" 

/ translation="MDRTQISLNTFVGLNRTLDH 

LMKIVKTDVQRYGLNVTEFAVMEL 

L YNKGDQP I QR I GNRVL I AS S S I T YWDKLEE KG 

CWRQRNEKDKRVTNASLTDKGRS 

MMDEIFPDHASTLESTFSVLTDEEITVLQTTLKK 

LSAQPIE" 

/locus-tag="SSP0391" 
/locus-tag="SSP0391" 
/note="similar to 
gi | 572 85213 | gb | AAW3 73 0 7 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 80 
in 318 aa, BLASTP E(): e-152" 
/ codon-start=l 
/transl-table=ll 

/product= "putative dioxygenase" 

/protein-id="BAE17536 .1" 

/db-xref="GI : 72494215" 

/ translation="MTNNQLLGIHHVTAMTDDAE 

RNYQFFTEVLGMRLVKKTVNQDDI 

YTYHTFFADDEGSPGTDMTFFDFPNIPKGSAGTN 

SITRPSFRVPNDEALEYYEQRFDE 

FNIKHEGIQ5LFGTKYLPFEEYDGQ5YQLVSDEH 

NKGVAPGKPWKNGPVPMDKAIYGL 

GPIEITVSYFEDFMKILEDVFGMTVLTKEDGVVI 

LEVGEGGNGGQVILRKDTDGPEAR 

QGYGEVHHVSFRLKDHAAIVQWLEKYQTLGIGNS 

GLVDRFYFEALYARIGHILIEVST 

DGPGFMGDEPYETLGESLALPPFLEPQRAYIESE 

IRPFDTSR" 

/locus-tag="SSP0392" 
/locus-tag="SSP0392" 
/note="similar to 
gi | 521419 0 0 | ref | YP-0 8 493 1 . 1 | 
[Bacillus cereus ZK] , percent 
identity 43 in 302 aa, BLASTP E(): 
2e-64" 

/codon-start=l 
/transl-table=ll 
/product="putative glyoxalase 
bleomycin resistance protein" 
/protein-id="BAE17537. 1" 
/db-xref="GI : 72494216" 
/ translation="MEAIQHIHHISAIVGNPEEN 
IRFYRDVLNLKLIKKTVNYDDPST 
YHLYFSNGNIENGTILTFFNWPNAHKGRKGNGQV 
ERIAFRIPKNSRDIWKAHLQAHQI 
EWETRLFDRETLEFNDTHDLPLALVEADDDNDQ 
TDAQSIIGFHGVTLLSSHPKATLN 
TLVNDMGLHKVNEDDNWHVETKGHWQHHVI IKK 
E S AQMNVRWGVGWHH I AWS VP T D 
KVQREWLVKMTGKGYHVTDVKDRNYFKAIYMKEQ 
GGI IFEFATEGPGFTVDERFETLG 
THLVLPPQFEDRRETILQLLPPIRI " 
/locus-tag="SSP0393" 
/locus-tag="SSP0393" 
/note="similar to 
gi I 1592550 8 | ref | NP-3 73 0 42 . 1 | 
[Staphylococcus aureus subsp. 



aureus Mu50], percent identity 65 
in 195 aa, BLASTP E(): 6e-68" 
/codon-start=l 
/transl-table=ll 

/product=" putative phospholipase" 

/protein-id="BAE17538 . 1" 

/db-xref="GI : 72494217" 

/ translation="MEHIFREGEANAPTLILLHG 

TGGDESDLLPLSQLLNPKYNVLSI 

RGEVSENGMNRFFKRHGEGQYDIEDLNFRTDRLI 

AFLKEAAERYGFDLSLAIPVGFSN 

GSNIAISMILHQDISFQTALLYAPLYPVNDANDK 

DLSGMHVLLSMGEHDPIVTSKDSQ 

NVI DLFENRGANVTQVWVN S HE L TQAGWAGRDL 

LNNIFK" 

gene 428695.-429249 /locus-tag="SSP0394" 

CDS 428695. .429249 /locus-tag="SSP0394" 

/note="similar to 
gi 157286571 | gb | AAW3 8665 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 49 
in 180 aa, BLASTP E(): 2e-44" 
/codon-start=l 
/transl-table=ll 

/product="putative amidase related 
to nicotinamidase" 
/protein-id="BAE17539 .1" 
/db-xref="GI : 72494218" 
/ translation="MNHQALIVMDMQNGIVNGLQ 
QKENVIANNQKAIEHARRNSVAVI 
FVRVAFTGEYMEVSPNNKMFSQMKAKGVPMNKQD 
E S TQ I VEALNRQAKEPLVTKHRL S 
AFTGSNLEVLLRGLQVDHLVLTGVSTSGWLSTA 
VEAADKDYKL ILLS DAMADQDVE K 
HQFLINKILTRYADVTTVEAWCNS " 
gene complement ( 429340 .. 4307 /locus-tag="SSP0395" 

55) 

CDS complement (429340. .4307 /locus-tag="SSP0395" 

55) 

/note="similar to 
gi | 4948 7472 | ref | YP-0 44693 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
76 in 471 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 
/product="putative di- and 
tricarboxylate transporter" 
/protein-id="BAE17540 .1" 
/db-xref="GI : 72494219" 
/ translation="MNSDIHYRKFIFPILIGI I I 
WLLTPIRPEGLDVGAWHMFAIFVA 
TIIGCITQPLPIGAVAMIGFTLAVLTQTVKIDTA 
VSGFGNS S I WL I AMAFF I SRGFVK 
TGLGRRIALQFVKLFGKKTLGLGYSLIGVDLILA 
PATPSNTARAGGIMFPIINALSRS 
FGSKPEDGTQRKMGGFLIFTEFHGNLITAAMFLT 
AMAGNP L AQ S L AKHQGVD I TWMQW 
F I AAL IPGIISLI L VP L 1 1 YKMYPPE I KE T AN AK 
SWAQNELKDMGKMATSEKFMVS IF 
L VAL AL WVLG S TLNINATLTAFIALSLLLITGVL 
TWSDVLKETGAWNTLVWFS I LVMM 



ANQLNELGF I S WLSKS I SGS LGGL S WP IVLVL L I 
LFYFYSHYLFASSTAHVSAMYSAL 
LGVAIATGAPPLFSALMLGFFGNLMASTTHYSSG 
PAP I LYSAGYVSQNRWWTMNAVLA 
IFYFIVWLGIGSLWMKLIGLM" 
gene complement ( 431075 .. 4321 /locus-tag="SSP0396" 

24) 

CDS complement ( 431075 .. 4321 /locus-tag="SSP0396" 

24) 

/note="similar to 
gi | 2 74689 8 4 | ref | NP-765621 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 68 in 349 
aa, BLASTP E ( ) : e-138" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17541 .1" 
/db-xref="GI : 72494220" 
/ translation="MTSLKEI I IVAFAFVGWVG 
AGFATGQEIFQFFTSNGNYSIWGV 
IITGCIVTLGGIFVLQTGYKLNAHNHTGPIKYYL 
PKRIATLFDI ILTLFLLALAMIMT 
AGGVSTIHESFNIPYALSSVLLISI ILITLFLKF 
ERLIAILGMVTPFLVI IVTI IAMY 
YLMTGSLSFSDPNQYANTGTRSDQWWWFDAINYG 
SLQIAAAFSFLSVMGGRLKFKSSS 
VYGGMIGGLIITFLLLMLNLGMVSQFSHIKDVAL 
PSLLLAKEISPMIGLFMSIVMILV 
IYNTWGLMYAFASRFTRPYSKHYYIMI ICMAVL 
TFATTFIGFIDLIGKVFPVMGIFG 
FILLFPILIKGISRK" 
gene 432446 .. 434245 /locus-tag="SSP0397" 

CDS 432446. .434245 /locus-tag="SSP0397" 

/note="similar to 
gi 12 746 89 82 | ref | NP-765619 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 72 in 592 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="Na+ H+ exchanger" 
/protein-id="BAE17542 .1" 
/db-xref="GI : 72494221" 
/ translation="MTLLNLPLTLLIVIFLALGI 
FSQWFADKIKWPS I WMAI VGLLV 
GPIFGLINPQESLGQEVFSPLVSLAVAI ILFEGS 
SNLDFRELKGI SKAVIRI ITVGAV 
IAWILGSMALHFVLGFSVTISLVLGGLFLITGPT 
VIQPLLKQAKVRKSVDS I LRWES I 
ILDPIGPMLALGAFYVFQIVEQGFEIQI ILSFAL 
RFVIAIVIGFGASYLFMMLIKRDL 
IPQNLMPPIQLVFILLIFAICDEILHESGLLAVT 
IFGLMMARMKRHDLIFKESDHFIE 
NASSIMVSTVFILITSSLTLNVLESIISWKLFIF 
CAVMIILVRPISILLSTMNTEISK 
RERAMVSMMAPRGIWLTVAQFFGGLFVEKGTPM 
AEYITPVTFGLVFITWIYGFSFL 
PLSKMMHLSSTEPPGVI IVGESEFSFHLGAKLRE 
HHIPVMTFNLFNNTSKRAQELDFE 
VFEGNLLSSNDRIYADMTRYNKCLLMTQSFVFNS 



LAFNELVPEFGLKNVNMMPVSFSD 
EHARSNLDGPIRNHILFDSDFTSHWFNRYIVEHN 
ILEMPVSSKDNLTAYDMVLYHIDD 
NNEVTFKRDNQNITNSEEGMIGYLKDAYLHSNI " 
gene complement ( 434306 .. 4362 /locus-tag="SSP0398" 

58) 

CDS complement (434306. .4362 /locus-tag="SSP0398" 

58) 

/note="similar to 
gi | 2 74689 81 | ref | NP-765618 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 77 in 653 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 

/product="f ructose-bisphosphatase" 
/protein-id="BAE17543 .1" 
/db-xref="GI : 72494222" 
/ translation="MQKSADKSLKDRYLDLLSQQ 
FNTKEELATEI INLESILELPKGT 
EHFVSDLHGEFHAFQHVLRNGSGNVRSKINDIFQ 
DTLTRKEINEFSALVYYPEEKLKI 
IKNSFSSKSELNEWYITTINRLIKLITYASSKYT 
RTKLRKSLPKNYVFI IEELLYKSN 
KYNNKHSYYETLINQI IELEQSDDLI IGLSFTVQ 
HLWDHLHWGDIYDRGPEPDKIM 
ETLIDYPSVDI QWGNHDVL W I GAY AG S KVC L AN L 
LRICARYDNLDIIEDAYGINLRPL 
LTLAEKHYDGKNKAFRPKNAEGLTELELEQITKI 
HQAIAI IQFKLEAPI IKRRPTFEM 
EERLVLESINYEKNEATLYGKTYPLENTCFQTID 
PNGPNKLTDEE SEVMDKLLL S VQQ 
SEKLKRHMTFLMQKGTLYLPYNGNLLIHGCIPVD 
ENGEMESWVIIIDVKCYGRDLLDHF 
EDYVREAFDHKDIQDDLATDLVWYLWTGKYSSLF 
GKRAMTTFERYF I KDKTAHKETKN 
PYYHLREDVNMCKKMLKDFGLDPEQGHI INGHTP 
VKE I DGEDP I KAEGKMI VI DGGF S 
KAYQSTTGIAGYTLLYNSFGMQLVAHQHFNSKKH 
VLLNGADELSIRRWDKELQRQKI 
RHTNTGQDIQEKIDILKELMHDRYVN" 
gene 436760 .. 438304 /locus-tag="SSP0399" 

CDS 436760. .438304 /locus-tag="SSP0399" 

/note="similar to 
gi I 27468505 |ref INP-765142 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 75 in 510 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 

/product="high affinity proline 
permease" 

/protein-id="BAE17544 . 1" 

/db-xref="GI : 72494223" 

/ trans lation="MFTLGTSLSSQVDPNWQTYI 

ML WYF WL LVIGYYGFKQSTGNV 

SE YMLGGRN I GP YVTAL S AGAS DMSGWMIMGLPG 

EVYTTGLSAAWLAIGLTLGAYINY 

IWAPRLRVYTEKAGDAITLPDFFKNRLDDKSNS 

IKIISGAIIWFFTLYTHSGMVSG 

GVLFESAFGVNYHIGMLLVAVIVIAYTFFGGYLA 

VSLTDFFQGWMI IAMVMVP I VAM 



LQLSGLDTFTQTAELKPTNLDLFKGTTVIGI I SF 
FAWGLGYFGQPHI IVRFMS IKSVK 
QLPTARRFGIGWMAISLLGAVGVGLTGITFINQS 
GTDIENPETLFVLMGQILFHPLVG 
GFLLAAILAAIMSTISSQLLVTSSSLTEDFYKLI 
RGEEAAKEHEKEFVLVGRLSVI IV 
AIVSIWIAWSPNDTILGLVGNAWAGFGAAFGPLV 
LLSLYWKGLSRTGAVSGMLSGAIV 
VIIWIAFVKPLGDVNDFFNLYEI IPGFLTSLIVT 
VWSKFTKKPQIDVEADLTDVRRL VKTGED" 

complement ( 438504 .. 4391 /locus-tag="SSP0 40 0" 

12) 

complement (438504. .4391 /locus-tag="SSP0400" 
12) 

/note="similar to 
gi | 2 7468980 |ref INP-765617. 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 76 in 200 
aa, BLASTP E ( ) : 2e-82" 
/codon-start=l 
/transl-table=ll 
/product="putative alkaline 
phosphatase" 
/protein-id="BAE175 45. 1" 
/db-xref="GI : 72494224" 
/ translation="MEQILTDFISTWGYAAITIL 
ILLENILPFIPSEIILTFAGLMSV 
KSDLSIPVLFTISTIASLIGLLVLYYISRLVSEE 
RLYRFVDKYGKWIKLKGKDVARAN 
DWFKKYGAI AVF ICRFI PVLRVL I T I PAG INRMN 
VMLFAILSLIGTTIWNFALIYLGK 
MLSGSWDMLMNGLHTYSYIMYVI I ILAVIFIVYR 
LFKKNRAQ" 

439380. .440657 /locus-tag="SSP0401" 
439380. .440657 /locus-tag="SSP0401" 
/note="similar to 
gi 127468974 |ref INP-765611.1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 72 in 423 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 

/product="putative permease of the 
major facilitator superfamily" 
/protein-id="BAE17546 .1" 
/db-xref="GI : 72494225" 
/ translation="MDQKRTNIRWYFAIAFFI IG 
VIAYMDRSNISI IAGPMMEDLHLN 
KTQFGLLASFFSLGYALMQVPSGFLAEKFGSKKM 
LT I ALVWWS AF T I LTGWKNHGML 
YAVRFLFGIGEAPMYPSNAVFNTNWFAKGEKGRA 
SSALLAGSYFGPVIAPWTIAIVN 
MFGWQAVFYIFGAIGFI IAILWMVIAKDLPEQHK 
MVNEAEKSYIMENRDI IKTEKSNA 
PWNIFLKRFSFYALAAQYFWQFWSLFLIWLPT 
YLTEQYNVKLTDPDMAWAAGAPWI 
AMFLLILCGGAISDKLLQSGMSRFIARASIAITG 
FWFCISLFMSIQTDNLVTNVIWL 
SLCLGGIGIATGMSWAAATDLGRNFSGSVSGWMN 
LWGN I GAL L S P L LAGMMVD I VG WT 
VTLELVI IPWFAI IMWFFVKPDQPL I VEKEDL " 
440719. .441003 /locus-tag="SSP0402" 



440719 . . 441003 



441515. .443440 
441515. .443440 



gene 
CDS 



complement ( 443569 . 
80) 

complement ( 443569 . 



/locus-tag="SSP0402" 
/note="similar to 
gi | 274689 73 | ref | NP-765610 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 51 in 90 
aa, B LAS TP E ( ) : 8e-21" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17547. 1" 
/db-xref="GI : 72494226" 
/ translation="MITINAIMKVDAAQRNNYLA 
LIEPLKRASNQEAGALYYEHFENT 
DEPNTFAFIERYKDEQALEAHNQSEHFQQFFSEV 
KQYLVEEPE I KVL S SN " 
/locus-tag="SSP0 4 03" 
/locus-tag= "SSP0 4 03" 
/note="similar to 
gi | 572852 0 4 | gb | AAW37298 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 57 
in 621 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17548 .1" 
/db-xref="GI:72 49 422 7" 
/ translation="MTTLIKYLKSLIRFNSMKID 
VAKGIRQCILMLIPLLVGYLTGHF 
STGLLISTGTLAHIYVFGGPKRSKLRIVLFSSLG 
LSIAMILGTLTVNQPLIFGVLLLL 
VTVIPYYIFSSLNIPGPSSTFFIVAFSLPINLPV 
APEEALTRGLAMFVGGLLATLIVI 
WILLSKESTEIKAIKNDYNI IKQLVYNFDDPKA 
FAKASQFAVTAFRNS DNQL I T S S T 
PKSKTSPEFQRLLLLHNTAQGIHSELLELNERNA 
RPLPTEIKEMTDFVIKRVYSLGKS 
TRQWTKKVDF DKE YQ S LVD S 1 1 KVDAI MNANN DR 
VEHEIDIRVPI YGHRMLKNLTLDS 
FIFRNTIRYTVIMAISIFIALMFDFEKAYWIPLS 
THTVLLGSTTLHSFERAGSRGVGT 
IFGVLVL SLILLTTPPVPVAIVL L AL AAG VT E MF 
VGANYSFAVIFITIQVILLNGLAS 
NHLTILIALPRI IDVIVGI I IAVICLLVIGRKTA 
SSMLPGTLAAVARDESILFHYLFS 
SNKYASREQDKKEMLKLSVKLNNMTQVYNSANGE 
LFSNKMVIQYYYPSIYALEEISFM 
LTRALSNEKRYHIDDETMGQYLLVFENIAKHFER 
GTNIQVQEMAALPQYTHIKTALMS 
I QNNCVNARKE VKL SLN" 
4447 /locus-tag="SSP0404" 

4447 /locus-tag="SSP0404" 

/note="similar to 
gi | 2 7469106 | ref | NP-76 5 7 43 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 51 in 360 
aa, BLASTP E ( ) : e-110" 
/ codon-start=l 



/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17549 .1" 

/db-xref="GI : 72494228" 

/ translation="MCNHI IKIGLVAAPGVTETI 

ANHLQQELPSLLSSTINSEVEWQI 

DTMIDPLTGSAETVQKIYTKISDYQNDNEWQYTI 

GLTDLPIIKNKHWAFDINSKNGA 

S L I S LPAYGWRP I KKRIKH SISGIIKAI DENMNP 

NQSSTQHHSEEQLNSQFPFSTLET 

HTEYFEDTDSQHTLYYVSSNTRGMIRLISGMTFA 

NNPFNMLKSLSNWTIAFTTGAFG 

I VF T TMWNLS F VY S GWRML LIMLVAILGMMLWVI 

VAHGLWESTSESKDRQITILYNLT 

TTLTLTVSIAFYYVILFCLFLLATLWLPPGYLG 

QALQLQGSANFMTY INLAWFAT S I 

STVAGAIGAGLNNDSQILESTYGYRQKQRYKKMN 

EDKQNEAEKEQHAQAAVEKKKQES 

EAKARQERSDD" 

gene complement ( 444780 .. 4459 /locus-tag="SSP0405" 

43) 

CDS complement (444780. .4459 /locus-tag="SSP0405" 

43) 

/note="similar to 
gi | 27469107 | ref | NP-765744 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 44 in 398 
aa, BLASTP E ( ) : le-94" 
/codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17550 .1" 
/db-xref="GI: 72494229" 
/ translation="MANITVGLIPSPDMPHKI IN 
KIYTDLPNEIRHHTGGNDEWHIEK 
HI VS I VGTAEHMDKAMD I TTNMKKQKAWDYAI C I 
TDLPNLSNNKTWCDIDLTNNIAL 
ISLPALGAINLKQKLRNFISFVIQYMHSNGSDNN 
LLNSQHFKLTKFTTVTPNEEDKNK 
NHLRIISTSTFIGWLHLISGMTFANEPWSTIFDF 
KKIISVSFATGTYISIFSTPWDIS 
LDYDYWRFILLMFMSIFGMVGWLIYSYNLWERKN 
PKTQKLYRYIYNFTTLTTLTVITL 
FNFITLFLLLTISTLLFVPPELFSNWTSLGSKQP 
TLINYINLIWFITSLGILAGAMGS 
TVENADKIKRATYSFRQYYRNKQLEQENDADYNN 
DEESNDYAGRKQTHREEEE " 

gene 446125 .. 446538 /locus-tag="SSP0406" 

CDS 446125. .446538 /locus-tag="SSP0406" 

/note="similar to 
gi 1274689 71 | ref | NP-765608 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 68 in 137 
aa, BLASTP E ( ) : 7e-54" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17551 .1" 

/db-xref="GI : 72494230" 

/ translation="MPWTMEDYPQSWKNMDKLER 

KKAIDIGNAMLKDGYEESNVIPIA 



TKQAESWYKDASEKELESLKNKKITKHEKDDSAD 
PSLNKKDVHVYYEDDEWKIKSDGA 
KQASDSFDKKEDAMKRARNIADNRRTEI IEHKKD 



446744. .447439 
446744. .447439 



447519 . . 447653 
447519. .447653 



447705. .448235 
447705. .448235 



448416. .449096 



/locus-tag="SSP0407" 
/locus-tag="SSP0 40 7" 
/note="similar to 
gi | 2 7468970 | ref | NP-765607 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 72 in 228 
aa, BLASTP E ( ) : 5e-95" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17552 .1" 

/db-xref="GI : 72494231" 

/ translation="MYIERKPSVNIDDLKAEFKE 

SIDHINASEEALDMWGFVALEQL 

YTSALKEISTKLDILDDQFQQMYKHNTIHHMERR 

VKEMRSL I KKL DRKRYP I S TE S AK 

ENILDIAGIRVVCNYFDDIYVIEKLLLKQEDVKL 

IKRKDYIEHPKENGYRSLHIWTI 

PVYLVHS VE IVPVE I Q I RT I GMDMWAS LEHK I RY 

KNTENTEKYKAI LKQCATDI T S VE 

S KMQE I H S EVF DM " 

/locus-tag="SSP0 40 8" 

/locus-tag="SSP0408" 

/note="similar to 

gi I 57285201 | gb | AAW3 7295 . 1 | 

[Staphylococcus aureus subsp. 

aureus COL], percent identity 61 

in 44 aa, BLASTP E(): 2e-07" 

/codon-start=l 

/transl-table=ll 

/product="putative truncated 

transcriptional regulator" 

/protein-id="BAE17553 .1" 

/db-xref="GI : 72494232" 

/ translation="MSQYQTGELAKLKNVSVRTI 

QYYDRKGLLKTVQTAKNGRRIFDE" 

/locus-tag="SSP0 409" 

/locus-tag="SSP0 409" 

/note="similar to 

gi 12746 8966 | ref | NP-7656 03 . 1 | 

[Staphylococcus epidermidis ATCC 

12228], percent identity 33 in 175 

aa, BLASTP E ( ) : 4e-27" 

/codon-start=l 

/transl-table=ll 

/product="putative truncated 

transcriptional regulator" 

/protein-id="BAE17554 . 1" 

/db-xref="GI : 72494233" 

/ translation="MKDIKTILNEKNKLKTVRVM 

LEQKELEIEKEMQSHKTLLAEIRQ 

FKQYIGRRSEAPLEKLLETKTYVNQKPKMKQFKQ 

SVLYRIIPIGIFQYTALIASMVTK 

KWWPLLSTSPILFTYAVNFTIFTYTALSYVCPNC 

QATFKPNLKQWMFSAHTPKTRKLQ 

CPHCDQDHHCVAIVQS " 

/locus-tag="SSP0 410" 



448416 . . 44909 



449133. .450680 
449133. .450680 



450870 . . 452228 
450870. .452228 



/locus-tag="SSP0410" 

/note="similar to 

gi | 572 852 0 0 | gb IAAW3 729 4 . 1 | 

[Staphylococcus aureus subsp. 

aureus COL] , percent identity 68 

in 225 aa, BLASTP E(): 8e-89" 

/codon-start=l 

/transl-table=ll 

/product="gluconate operon 

transcriptional repressor" 

/protein-id="BAE17555 .1" 

/db-xref="GI : 72494234" 

/ translation="MKYDYPEQWLEGVSKGEMIA 

AEIRLRIVDGKIAPDTLLTENQIA 

KEYNVSRSPVRDAFKLLKQDQLIHLERMGAEVLP 

FEDKEKKELYDLRIMLESFAFSRI 

KNLNHEQIVKEMRKQLEMMKVAVQFEDAEAFTEH 

DMKFHEVTIMASKHQYLKTFWNNL 

RPVMESLILLSMSKRMNENLEDFERIHHNHEIFI 

EAIEQQDAKKLNKAFHLNFDDVGE DIDSFWLT" 

/locus-tag="SSP0 411" 

/locus-tag="SSP0 411" 

/note="similar to 

gi I 572 85199 | gb | AAW3 7293 . 1 | 

[Staphylococcus aureus subsp. 

aureus COL], percent identity 80 

in 515 aa, BLASTP E(): 0.0" 

/codon-start=l 

/transl-table=ll 

/product="gluconokinase" 

/protein-id="BAE17556 .1" 

/db-xref="GI: 72494235" 

/ translation="MKYMIGVDIGTTSTKSVLYD 

EKGQF IMKHNI GYPLHTPNVEVSE 

ENPDELFDAVLMTIKYIMREADIAKEDLKLISFS 

AQMHSLIAMDASHQRLTENLTWAD 

NRASRYAEAIKTKHNGDAIYQRTGTPIHPMSPLS 

KIFWMKHEQQEIFNQTATFADIKT 

YIFYQLFETFVIDQSMASSTGMLNLESLEWDKEA 

LSLLGITESQLPEIVPTTHILKGM 

KRRYAALMG I D EN T PVWGAS DG VL S N L G VN AF K 

KGEVAVTIGTSGAIRTVIDKPRTD 

YKGRIFCYVLTEDHYVIGGPVNNGGWLRWLRDE 

LLASEVETAKRLGVDSYDVLTKIA 

NNVKPGADGLIFHPYLAGERAPLWNADARGSFFG 

LTLSHKKEHMIRAALEGVLYNLYT 

VYLALIEVMNETPKTIKATGGFAKSEVWRQMMAD 

IFDTDLIVPESYESSCLGACVLGM 

KALGEIDDFSI IEDMVGTTNKHHPNEDNVRTYQQ 

LISIFINLSRSLEARYTEIAAFQR EHMTEDE" 

/locus-tag="SSP0 412" 

/locus-tag="SSP0 412" 

/note="similar to 

gi | 27468962 | ref | NP-765599 . 1 | 

[Staphylococcus epidermidis ATCC 
12228], percent identity 85 in 452 
aa, BLASTP E ( ) : 0.0" 
/ codon-start=l 
/transl-table=ll 
/product="gluconate permease" 
/protein-id="BAE17557. 1" 
/db-xref="GI : 72494236" 



452464. .452583 
452464. .452583 



452619. .453380 
452619. .453380 



/translation="MFETIWPLITWIGI IVLLS 
LIIFLKLNTFI SLI ITSWTAILL 
GMPLDKIIETIENGMGSTLGHIALIFGLGAILGK 
LLADGGGATRIADTLIKKFGHKHV 
QWAML VAAF IVGIALFFEVGLVLLIPLVFTIAKR 
ANVSKLKLGLPMWALSVTHGFLP 
PHPGPWIAKELQANLGHVLLYGI I IAIPVTL IA 
GPLFNKIAQKITPSAYGREGDISA 
LGAQKEFTEEEMPGFGISFLTAVSPVILMLLSTI 
VQLVTGHE SATNGFES F I YF I GT A 
ATAMLIAVLFAIFTMGIKQGRKNADIMDSVSNAI 
YP I GMMI L I I GGGGTFKQVL I DGG 
VGDTIAKLFEGTEMSPILLAWIVAAVLRIALGSS 
TVAAISSTGIVLPLLQASDVNVAL 
WLAIGAGSVILSHVNDAGFWMFKEYFGLTVKET 
FLTWSLLETVISVSGLVFILILSI FV" 
/locus-tag="SSP0 413" 
/locus-tag="SSP0 413" 
/codon-start=l 
/transl-table=ll 
/product="putative truncated 2 
deoxy-D-gluconate 3 -dehydrogenase" 
/protein-id="BAE17558 .1" 
/db-xref="GI : 72494237" 
/translation="MTKFSLESFSLKGKNAIVTG 
GARGLGKYYTIALTMYGQM" 
/locus-tag="SSP0 414" 
/locus-tag="SSP0414" 
/note="similar to 
gi I 48865615 |ref | ZP-0 0319 474 . 1 | 
[Oenococcus oeni PSU-1], percent 
identity 53 in 235 aa, BLASTP E(): 
7e-67" 

/codon-start=l 

/transl-table=ll 

/product="putative truncated 2 

deoxy-D-gluconate 3 -dehydrogenase" 

/protein-id="BAE17559 .1" 

/db-xref="GI : 72494238" 

/ translation="MKAYVKQHEGNVSFLQQDLT 

ESGSAAKVITNAVGTWGSLDILVN 

NAGVQIRNNILDYKNVSFLQQDLTESGSAAKVIT 

NAVGTWGS L D I L VNNAGVQ I RNN I 

LDYKDEDWQNVIEINLNATYYMAHEAAKVMTEQG 

SGKIINIGSMQSYRAGKNIFPYAA 

S KHGWG I T RA Y AD AL AP YN I QVNAL SPGYIRTD 

MTKVLEEDPIRGREIKGHIPSGEW 

GVPENLMGPLIFLASEASDYVTGISLPVDGGYLL 



453652 . . 454725 
453652 . . 454725 



/locus-tag="SSP0415" 
/locus-tag="SSP0 415" 
/note="similar to 
gi I 231006 78 | ref | NP-69 4145 . 1 | 
[Oceanobacillus iheyensis HTE831], 
percent identity 71 in 351 aa, 
BLASTP E() : e-141" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17560 . 1" 
/db-xref="GI : 72494239" 



/translation^' MKRILLIASAFIGVIVGAGF 
ASGQEVLQYFTSFGMMGTFGAMIT 
TALFTYVGMMLVWLGSKSETDSHKEVIHRITGKS 
MFGKLLGWVIDLVI IFTLFGVGW 
MIAGAGSNLNQQFGLPSIVGTLLMTVLI ILAGML 
KVEGWKVIGNITPFLIIFIIIIS 
VYSFMTTDSSFSQLNTLSDAKPSTLPNWFVAGVN 
YASFNTAVGASMAIVMGGSEKNTK 
VAAIGGLVGGLALGVMIVLSHLAIFTQIDTVGNM 
EMPMLGIVNHISPILGVIMAIVIF 
GMIFNTGLGMFYAFATRFTWDTKRFKLFYAVTV 
IVGLCLSFVGFTDLVAIFYPLIGY 
LGLVL I FVLL YAPFKLKFGKKD I " 
gene 454926 .. 455552 /locus-tag="SSP0416" 

CDS 454926. .455552 /locus-tag="SSP0416" 

/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17561 . 1" 

/db-xref="GI : 72494240" 

/ translation="MDDLKGISNHIKSPFTNTSR 

KQFKDELKHFIVNMGSNKIYHYTN 

VFDVNFLIFKFKKYKQIYI IGPYMEQRPNERRCN 

ELLQQANIKISKLSILKQYLLRIP 

LCHHVKAQKMCRLAIRFLKKRNIVYETEKIDFHF 

HSSTASLAESKTQIDYTLREIEQR 

YNLENQLLTAVENGNVDEALDILNRMNLSVSGLR 

RGKDDILNEQYKAF " 

gene 455760 .. 455951 /locus-tag="SSP0417" 

CDS 455760. .455951 /locus-tag="SSP0417" 

/note="similar to 
gi I 27468956 | ref | NP-765593 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 62 in 61 
aa, BLASTP E() : 2e-15" 
/ codon-start=l 
/transl-table=ll 
/product=" hypothetical protein" 
/protein-id="BAE17562 .1" 
/db-xref="GI : 72494241" 
/ translation="MREVIEKVIFSNESSYEI YI 
HTGVNQGI INDIKDGYRSIDYIAY 
IDAEKLYNYGLKKTLLVNH" 

gene complement ( 456154 .. 4564 /locus-tag="SSP0418" 

23) 

CDS complement (456154. .4564 /locus-tag="SSP0418" 

23) 



gene 456628.-457332 



/note="similar to 
gi I 15925469 | ref | NP-3 73 0 03 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 44 
in 86 aa, BLASTP E(): 3e-16" 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17563 .1" 

/db-xref="GI : 72494242" 

/ translation="MNFDEKLEALRKSIDRTSFQ 

FHFEDLFDKDEWIQMPILERQQLE 

KTFRKYVAQHNHLRIPYASEEHIRMRMYNSLYDF 

NE I KHNFKD YV " 

/locus-tag="SSP0 419" 



456628. .457332 



457581. 
457581. 



458081 
458081 



gene 
CDS 



complement ( 458177 , 
45) 

complement ( 458177 . 
45) 



458758. .459633 
458758. .459633 



/locus-tag="SSP0419" 
/note="similar to 
gi | 49487262 | ref | YP-0 44483 . 1 | 
[Staphylococcus aureus subsp. 
aureus MSSA476], percent identity 
65 in 234 aa, BLASTP E(): 6e-79" 
/codon-start=l 
/transl-table=ll 
/product="putative short chain 
dehydrogenase" 
/protein-id="BAE17564. 1" 
/db-xref="GI : 72494243" 
/ translation="MVELQDKVAWTGASSGIGA 
SIAETLANQGVKWLTGRDESRLA 
EVAKR I QDNKQ AWE TSIVDVTHKEEVTELVEKT 
KEKFGQIDILVNSAGLMLSSAITE 
GDVEAWEAMIDVNIKGTLYTINAVLPSMLNQSSG 
HIINIASISGFEVTKKSTLYSASK 
AAVHSITQGLEKELAKTGVRVTSISPGMVDTPLS 
GDTDWGARKKLDPKDIAEAAIYAL 
QQPS HVNVNE VT VRP V " 
/locus-tag="SSP0 42 0" 
/locus-tag="SSP0 42 0" 
/note="similar to 
gi 138049248 | gb | AAR10 419 . 1 | 
[Enterococcus f aecium] , percent 
identity 38 in 167 aa, BLASTP E(): 
le-25" 

/codon-start=l 
/transl-table=ll 
/product= "putative 
acetyltransf erase" 
/protein-id="BAE17565. 1" 
/db-xref="GI : 72494244" 
/ trans lation="MEMRYLTERDVKQYRAIRLK 
SLQTDPKGFVSTYEREKSLPEDEF 
KARLKLNDTHFTIGTFDSGELICIATFYSERMEK 
VKHKGNLVTVYCDPRYRGQGITAQ 
MIQHI INDVSVVGWKI IGLCVLSENTQAIRLYE 
KLGFKRYGREPKSIFDGHRYYDED LMYLEV" 
.4585 /locus-tag="SSP0421" 

.4585 /locus-tag="SSP0421" 

/note="similar to 
gi I 15888020 |ref INP-353 701 . 1 | 
[Agrobacter ium tumefaciens str. 
C58], percent identity 53 in 115 
aa, BLASTP E ( ) : 2e-3 0" 
/codon-start=l 
/transl-table=ll 
/product="putative glyoxalase 
family protein" 
/protein-id="BAE17566 .1" 
/db-xref="GI : 72494245" 
/ translation="MFNQFLGIDHVQLAAPPHNE 
SLAKAFYSDKLGFKEIAKPSNLAK 
NGGVWFQVGDQQLHIGVQDDFKPATKAHPAFLVQ 
NASDIRKELEAKEIEIIYGDELEG 
ANRFYIYDPFGNRIEI IEWL" 
/locus-tag="SSP0422" 
/locus-tag="SSP0 42 2" 



/note="similar to 
gi 1572 86 403 | gb | AAW3 8 497.1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 39 
in 293 aa, BLASTP E(): 9e-48" 
/codon-start=l 
/transl-table=ll 
/product="ABC-type cobalamin 
Fe3+-siderophores transport system 
periplasmic component" 
/protein-id="BAE17567. 1" 
/db-xref="GI : 72494246" 
/ translation="MFLAACGNGSKNSESKDDKG 
TKTYTTDDGSKVKIPKNPKRVLVL 
TANYGNFKKLG VKP VAI TNVFPD S KYLDMSKVKK 
I DPENVEAAAKLKPDL I I TYKENK 
NNKKLAKIALTVPIKVQDMDYKDTHIEIGKLVNK 
EAKAKKQADKL SEKL AKDGKE I KK 
AIGKDNTFSIMDIQAKDIYQFGPRFGRGSEAI YE 
GFKLKEDPEAKQAMPKEKFMKVPK 
EKFNTYSGDYLLLPTKDGKKPNNDFVKSNTWKNN 
KAVQNGNVIYYSMDEAIYADLISV 
EKQAELFKKELLKHK" 
gene complement ( 459705 .. 4603 /locus-tag="SSP0423" 

37) 

CDS complement (459705. .4603 / locus-tag= " SSP0 423 " 

37) 

/note="similar to 
gi | 15925662 | ref | NP-3 73196 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 66 
in 210 aa, BLASTP E(): 6e-81" 
/codon-start=l 
/transl-table=ll 

/product="histidine biosynthesis 
bifunctional protein HisIE" 
/protein-id="BAE17568 . 1" 
/db-xref="GI : 72494247" 
/ translation="MTTQEPDFDKGLIPWLQDV 
RNKQVLMLGYMNETAYQKTLTEGI 
VTFYSRSKERLWTKGETSGHTQIVKHIHLDCDQD 
TLLIEVLPNGPTCHTGSQSCFNTS 
VPFNVQQLEQTVAASAQADKSNSYTQYLLKEGLE 
KIT KKF GE E AF E W I G AMKG D VE E 
VTNETADVMYHLFVLLHALNIKFEDVEKVLAKRH 
QTANNFKGERS DIDHW" 
gene complement ( 460334 .. 4610 /locus-tag="SSP0424" 

92) 

CDS complement (460334. .4610 /locus-tag="SSP0424" 

92) 

/note="similar to 
gi | 2746719 4 | ref | NP-763 83 1 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 78 in 252 
aa, BLASTP E ( ) : e-113" 
/ codon-start=l 
/transl-table=ll 
/product="cyclase-like protein 
hisF" 

/protein-id="BAE17569 .1" 

/db-xref="GI : 72494248" 

/ translation="MIKKRIIPCLDVKDGRWKG 



IQFKGLRDIGNPVDFALYYNEQGA 
DELVFLDISRTEAGHDLVLDVISETAEKLFIPLT 
VGGG I S T I DD I SQLLNHGADKVS L 
NSSALKNPSFIKEASEKFGRQCICIAIDSNYDSE 
LNDYFCYTHGGKQRTDKRVYDWVQ 
EVEALGAGELLITSMTHDGMKQGFDVSHLHEIEK 
LVNIPVIASGGGGNPEHFVDLFKE 
TNVSAGLAAS I LHDKETTVNQ IKS SMKRGG I PVR 



gene 
CDS 



complement ( 461089 . 
93) 

complement ( 461089 . 
93) 



gene 
CDS 



complement ( 461768 . 
64) 

complement ( 461768 . 
64) 



gene 
CDS 



complement ( 462361 . 
39) 

complement ( 462361 . 



.4617 /locus-tag="SSP0425" 

.4617 /locus-tag="SSP0425" 

/note="similar to 
gi | 27467193 | ref | NP-763 83 0 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 66 in 234 
aa, BLASTP E ( ) : 2e-90" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
phosphor ibo sy If or mimino- 5- 
aminoimidazole carboxamide 
ribotide isomerase" 
/protein-id="BAE17570 .1" 
/db-xref="GI : 72494249" 
/ translation="MIKLWPAIDLINATSVRLTE 
GKYDSEVKMARSAEESVLFYNQYQ 
CVDRIHIVDLIGAKNQVSIESDYINQLRSLTDKP 
MEVGGG I RDRNT I DTYFNNGIDYC 
I IGTKGIEDLAWLSHMTQAFPNRLYLS I DAYRRQ 
VKINGWEEDAGLDIFDLLQQVESL 
PLGGIIYTDISKDGKLEGPNFEITQQLVQATQKP 
I IASGGIRHQQDLAQLES IGVHAA 
IVGKAAHNATFWEGLS " 
.4623 /locus-tag="SSP0426" 

.4623 /locus-tag="SSP0426" 

/note="similar to 
gi 12746 7192 | ref | NP-763 829 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 67 in 192 
aa, BLASTP E ( ) : 7e-75" 
/ codon-start=l 
/transl-table=ll 
/product="imidazole glycerol 
phosphate synthase glutamine 
amidotransf erase subunit" 
/protein-id="BAE17571 .1" 
/db-xref="GI : 72494250" 
/ translation="MIAI IDYGLGNVKNVQRAVQ 
YLGYDAILTDKYNEIANADWILP 
GVGHFKDAMQA INERGLANI ITS ITDKPVIGICL 
GMQLFYRWSAEGDVEGLNIFPGNI 
IPIQSPYPVPHLGWNNLISKHPLLLHDVYFVHAY 
QAEMSQHWAYTEYGTKIPAIVQY 
QNYIGIQFHPEKSGDDGLAILNQALKGGFQDDQT 
MASN" 

.4629 /locus-tag="SSP0427" 
.4629 /locus-tag="SSP0427" 



/note="similar to 
gi | 572 85254 | gb IAAW3 73 48 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 77 
in 192 aa, BLASTP E(): 2e-82" 
/codon-start=l 
/transl-table=ll 

/product="imidazoleglycerol-phosph 

ate dehydratase" 

/protein-id="BAE17572 .1" 

/db-xref="GI : 72494251" 

/ translation="MIFQKKRKTAETELSI ILAD 

DKRTSEINTGVGFLNHMLTLFTFH 

SGLSIIIEANGDTEVDDHHVTEDIGIVLGQLLLD 

MIRERKSFQRYGVSYIPMDETLSR 

AWDISGRPYLSFNATLSKEKVGTFDSELVEEFF 

RALIINARLTTHIDLLRGGNTHHE 

IEAIFKSFARALKMALSENDND 

< User Break > 

64 in 685 aa, BLASTP E(): 0.0" 

/codon-start=l 
/transl-table=ll 

/product="putative NhaP-type Na+ 
H+ and K+ H+ antiporter" 
/protein-id="BAE17620 . 1" 
/db-xref="GI : 72494299" 
/ translation="MLLLEAFLIFI IAVI ISS I I 
HNKFPKVPMAFVQIALGVCLYVLP 
IPLHFEFDSEVFMMAVIAPLLFVEGTHVSRTKLL 
E YRKP I I LMAMALVFTTVI GVG YF 
IAWIWPELPMPAAFAIAAILCPTDAVAVQAITKG 
KILPKGALSILEGESLLNDAAGI I 
SFKIAVTALVTGAFSAFDAIEQFI ISTILGWIG 
IVIGMLIVRLRIYLSMNKGLKDGN 
TMIFIQLLTPFAVYFVAEMLHASGI IAWIAGLI 
HGFERDRLIRAQTELQMNYNQIWS 
TLSYVLNGFVFWLGFIVPKWSEI INKEPENIK 
FLITTTLLIALAIYVFRFIWVFIL 
FKQFYYPNNIQSYLNDNQETPPKRVHYAFIMTMC 
GIHGTISLSMALTLPTLLAQQQTF 
TYKNDLLF I AS LMVI I S LVMAQ I VLPL I TP SEQR 
KASTSMSYVAAKVLIVQNVIKHFK 
VKSKEDESINYNTVISEYFDELFFLLQMSPEDNN 
AKEMKRLEDIANEEESETLERLVS 
QNKVDRQTILNYRSALETSRQYKESSALHKFKW 
LQMLILRIRAKKHADTSQIKQFKS 
NFQEVKKIMRIVNHNVALRLKSEQTSDNVLEVNI 
VLNQYYNRLHRIRKNQNKNNQTPA 
SITEAHKLEGLYMQRAFLDKLVQNNKLDAHIASQ 
VREN INYNE I VWAS K " 
gene 512423 .. 513232 /locus-tag="SSP0476" 

CDS 512423. .513232 /locus-tag="SSP0476" 

/note="similar to 
gi | 27468921 | ref | NP-765558 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 57 in 264 
aa, BLASTP E(): 6e-91" 
,/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 



gene 
CDS 



complement ( 51336 8 . 
76) 

complement ( 51336 8 . 
76) 



514156. .514620 
514156. .514620 



gene 
CDS 



complement ( 5149 44 . 
49) 

complement ( 5149 44 . 
49) 



/protein-id="BAE17621 . 1" 
/db-xref="GI : 72494300" 
/ translation="MNIGVISDLHIDRHKSLKPK 
DYEYELIKAIQRNQVELLLIAGDI 
SNNYKLTQAFIKSVEAQAQIKVLFIPGNHDFWSA 
DTNAT S AE I LEE YMGME AC LIGKP 
YHLNDAWAIVGNTGWYDYSYASPEFSLERIARRK 
YYGATWQDKVK I DWPMDDRKL SRI 
AANQAIKDIEKVKDKQIILMTHIVTHPKFAVPMP 
HRLFDYFNAF I GT S DFDE I YKKYP 
IRYSIMGHVHFRNRFDEQGVTYICPCLGYQREWR 
SDDVTRE I DHALN I I Q I " 
.5139 /locus-tag="SSP0477" 

.5139 /locus-tag="SSP0477" 

/note="similar to 
gi I 57286 43 7 | gb | AAW38531 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 65 
in 202 aa, BLASTP E(): 4e-77" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17622 .1" 

/db-xref="GI : 72494301" 

/translation="MNSNILSVKPISQLFPIPMI 

MGCEGVSAAMI LQFNHLN I PATE I 

MRHWPRHRNNPYKGYVGHHLWIKLGYHQTIFPTA 

LVPHLRRYSNHWDSTGQSLTDLC 

HIIDQGQPWIYHTVLGKRPYRRTYKLDNQPTKL 

VANIHVTVLVGYDAQHYYYIDPLW 

SHLGKSFILPAIIPTKYQLMKIKKSKLEQSYDAP 

GRMSFHLS " 

/locus-tag="SSP0 478" 
/locus-tag="SSP0 478" 
/note="similar to 
gi I 15925425 | ref | NP-3 72959 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 34 
in 155 aa, BLASTP E(): le-24" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17623 .1" 
/db-xref="GI : 72494302" 
/ translation="MNYI IEELPTLSVIGEKKIY 
ATGQKAQENIFMFWMEFDDSGKKD 
QLLELGNNQLPGLLGVCKPHDSGEIHYLIGVTSE 
HKYDKWRNIELEGGRYLVFDAKGP 
VPESIKKAMQQINKDILPKLDYEIRHAPFFELYK 
EGAIREDDYVTEIWLPIV" 
.5161 /locus-tag="SSP0479" 

.5161 /locus-tag="SSP0479" 

/note="similar to 
gi | 49484651 | ref | YP-0 418 75 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 



66 in 387 aa, BLASTP E(): e-148" 

/codon-start=l 

/transl-table=ll 

/product="putative permease of the 

major facilitator superfamily" 

/protein-id="BAE17624 . 1" 

/db-xref="GI : 72494303" 

/ trans lation="MDKTSNPRLPIMI I IMLGIM 

TTFGPLTIDMYVPSLPNVQNAFDT 

TASQVQLTLSFAMIGLAVGQFIFGPLSDAYGRKK 

VALIIISLYVIASLIAVFTTSLSI 

LLTLRLIQGLTGGGVIVIAKASIGDQHKGKALAK 

GLASLLWNGI I S I IAPLIGGYAL 

TIANWKAIFLILTI ISFAILLFAFFKMEETRSRH 

LSKLNFSAIFKDFGSLLKKPAFI I 

PMLLQGLTYVMLFSFSSAAPFITQKIYDMTPQQF 

SILFAINGIGLI IVSQLTATLVEY 

INRYLLLILLTLIQIAGVILICFTLIFHLPLWVL 

VIAFFLNVCPVTGIGPLSFTLAME 

SRTGGSGNASSLLGLFQFILGGIMSPLVGLKGEY 

SVMPYIIILIITTIFIVLLEISLK 

SFTFKNSSN" 

gene 516423 .. 516806 /locus-tag="SSP0480" 

CDS 516423. .516806 /locus-tag="SSP0480" 

/note="similar to 
gi | 27468915 |ref INP-765552 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 71 in 127 
aa, BLASTP E() : 3e-51" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17625. 1" 
/db-xref="GI : 72494304" 
/ translation="MSLSKTQYEVIKFI IVGGIN 
TFNYYWYLILLKLLGINYLISHV 
SGFWSFI ISYYLNCYFVYKVKPTWRKFIQFPLT 
QWNMGMQTGLLYVFVQWFHISSV 
I APFAGL 1 1 T I P I TFVL SKY I LRDE " 
gene 517066 .. 517935 /locus-tag="SSP0481" 

CDS 517066. .517935 /locus-tag="SSP0481" 

/note="similar to 
gi I 57285147 | gb | AAW3 72 41 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 79 
in 285 aa, BLASTP E(): e-127" 
/codon-start=l 
/transl-table=ll 

/product="putative cation efflux 
family protein" 
/protein-id="BAE17626 .1" 
/db-xref="GI : 72494305" 
/ trans lation="MTQSENLKIAQKGAYLSL IV 
Y 1 1 L S I VKYFVGYVYDS AAVRAD S 
LNNMTDIIVSLAVI IGLKISIKPADKNHPYGHLK 
SENISTLLVSFI IMFVGIQWIEN 
FPRIFSGAHATPNAITIYVSVISGVIMIIVFFIN 
QKLAKRTN S S S LN SAAKDN L S D AL 
VSIGTAIGLVFTQIGFSIVDI ILATILGLLI I YT 
GFGIFKESIFTLSDGFNEQELDAY 
KNYVLEIEEVIDVQSIKGRYHGSSIFVDVTIVVE 



gene 
CDS 



complement ( 518225 . 
93) 

complement ( 518225 . 
93) 



518971. .519657 
518971. .519657 



gene 
CDS 



complement ( 519913 . 
17) 

complement ( 519913 . 
17) 



520237. .521700 
520237. .521700 



SDLSLEEAHHICDKVEHHMHEKGI 
SSVYVHPEPVSIQ" 
.5185 /locus-tag="SSP0482" 

.5185 /locus-tag="SSP0482" 

/note="similar to 
gi I 2 735514 | gb| AAB9 465 8 . 1 | 
[Staphylococcus carnosus], percent 
identity 50 in 114 aa, BLASTP E(): 
le-25" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17627 . 1" 
/db-xref="GI : 72494306" 
/ trans lation="MKKLLLASFASITIAATGYG 
VT S T ADAAE TP VQQ S S Q S N S D VY S 
QFIEAGGTKALWDNIVMPESSGNPDAVNELGYRG 
LGQTKEAWGKGSVEEQTKGMIKYA 
EDRYGSIDAAIDFRLANGWW" 
/locus-tag="SSP0483" 
/locus-tag="SSP0 4 83" 
/note="similar to 
gi | 49484632 r ef | YP-0 4 1 8 56 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
75 in 228 aa, BLASTP E(): e-101" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
phosphoglycerate mutase" 
/protein-id="BAE17628 . 1" 
/db-xref="GI : 72494307" 
/ translation="MPKLILCRHGQSVWNAENLF 
TGWADVDLSEQGENEAITSGKKLK 
AQGIEIDIVYTSLLERAIKTTYHLLNESNQLFIP 
I IKSWRLNERHYGGLQGLNKDDAR 
KKFGEDQVHIWRRSYDVAPPKQDEAQRESYLNDR 
KYEHLDRRVMPESESLKDTLVRVI 
PYWNDQISQQLLDGKTVLVSAHGNSLRALIKYLE 
NVSDEDIVGYEIKTGAPLIYELTD 
DLQVIDKYYL" 
.5200 /locus-tag="SSP0484" 

.5200 /locus-tag="SSP0484" 

/note="similar to 
gi I 57285145 | gb | AAW3 7239 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL], percent identity 91 
in 34 aa, BLASTP E(): 9e-10" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17629 .1" 

/db-xref="GI : 72494308" 

/ translation="MKLDLQTARRNLNSPNIKTR 

KRARK IIQQHKRSK" 

/locus-tag="SSP0485" 

/locus-tag="SSP0 485" 



/note="similar to 
gi | 49484631 | ref | YP-0 41855 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
69 in 473 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 

/product="putative permease of the 

major facilitator superfamily" 

/protein-id="BAE17630 . 1" 

/db-xref="GI : 72494309" 

/ translation="MTQKTKI IMILMMLFGGFFG 

LLNETLLTTALPSIMKDFDIDYTQ 

VQWLTTAFLLTNGIWPLSAMI IQRFSTRQVFLT 

AIFIFFIGTIIAGFSPNFTVLLCA 

RIVQAMGSGIMMPLMMTTILDIFEPHERGKYMGT 

FGLVIGLAPAIGPTLSGYLVEYFD 

WRSLFHWAPIAALTFLGAIKFVKNVGTNRKAPI 

DILSIALSVLGFGGLLYGTSSLSR 

DGWNDPWLTTVIGGLILWLFIFRQTRLETPLL 

DFSVFKNSQFAVGIVIMAFTMIAM 

IGSETVLPMFVQNIMKDTALQSGLILLPGAIVMG 

IMSVASGFLYEKYGAKILAFIGML 

IVWTSSYFIFMDENTSSAILATIYAIRMIGIAL 

GLUPLUTHTI : 

TNTVQQI SAS IGTAGL I T IMSQVAKDFSPNMS DY 

KGMDKKEI-LaUQ I C'HEAL L S GYHAA 

FWFAVIISIISLISVFMLKSKRKINQEQQELEQQ 

QSK" 

gene 522002 .. 522196 /locus-tag="SSP0486" 

CDS 522002. .522196 /locus-tag="SSP0486" 

/codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="BAE17631 . 1" 
/db-xref="GI : 72494310" 
/ translation="MKVKVDNVKVYDSFQALLQH 
YSNKEVGFSDEIQLSQKLASIYQI 
YNQTDELHLGALAIEIHLVP " 
gene complement ( 522300 .. 5235 /locus-tag="SSP0487" 

32) 

CDS complement (522300 . .5235 /locus-tag="SSP0487" 

32) 

/note="similar to 
gi I 572 85140 | gb | AAW3 723 4 . 1 | 
[Staphylococcus aureus subsp. 
aureus COL] , percent identity 68 
in 407 aa, BLASTP E(): e-164" 
/codon-start=l 
/transl-table=ll 
/product="f mhA protein" 
/protein-id="BAE17632 .1" 
/db-xref="GI : 72494311" 
/ translation="MFFVNLTPEEFQTFTQNHFS 
HYTQSRVNYEAQYNAHLLGVKDDN 
DEVIAAGMFTEARALKFFKYFYSQRGPILDYTNL 
SLVDFYFSELTKYLKQHNCLYVLL 
DPYILENLRNADGEIKKSYDNRMLISTLEKLGYK 
HQGYPVGYSKTSQIRWLSVLDLKD 
KSEQQLLKEMDYQTRRNIKRTEEMGVKVRQLPIE 
ETDRFFKLFKMAEEKHGFSFRDEP 
YFEQLQKDYQGFASIQLAYIDLSEYVNGLKQKLD 



523810. 
523810. 



524178 
524178 



524206. .524811 
524206. .524811 



524996. .526528 
524996. .526528 



TLNHQMKDVEAALQE S PN S KKQKT 
KQTQLNQQIVSTQRKIDDTNKTITTDGPVLDLAA 
AIYIYNDYEVYYLSSGSNPDYNAY 
MGAYKLQWEMI KFAKNHN I DRYNFYG ITGDFSED 
AIDYGVQQFKKGFNADVEEYIGDF 
VKPIKPLLYKLGKRIGKL" 
/locus-tag="SSP0 48 8" 
/locus-tag="SSP0 48 8" 
/note="similar to 
gi | 2 74689 06 | ref | NP-7655 43 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 54 in 118 
aa, B LAS TP E() : 5e-35" 
/ codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="BAE17633 .1" 
/db-xref="GI : 72494312" 
/ translation="MKKI ITLIVISTLMIAGCSS 
GKYADKIDKAVNKQQHYQKKLAEQ 
HKGDIERKFDKKDANIYVYEKGKFVI IAYKPIKN 
DEEIHYYAYEYKDGKTTFKKDFNS 
RGYIQKHDPDYKEENMDLDE " 
/locus-tag="SSP0 489" 
/locus-tag="SSP0 489" 
/note="similar to 
gi I 27468905 |ref INP-765542.1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 53 in 199 
aa, BLASTP E() : 3e-57" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
protein-disulf ide isomerase" 
/protein-id="BAE17634 . 1" 
/db-xref="GI : 72494313" 
/ translation="MKKAWLSIVLVLTLVLATAC 
TNPEDTHKDDKTTSDGKIKI IEYG 
DFKCPYCKKVEKNVMPKLKKHYIDTDKVDYQFVN 
MAFLGDDSI IGSRAGHAVQRLAPE 
QYLKFQELMFKQQPNSEKAWITNQIVDQQIDKLK 
INTTLKKEIKDDYKQENSKSWVAA 
KKDQKQYKDNHIETAPTVFVHGQKVEDPYDFENY 
KKILEKE " 

/locus-tag="SSP0 49 0" 
/locus-tag="SSP0 49 0" 
/note="similar to 
gi 121284057 | ref | NP-6 47145 . 1 | 
[Staphylococcus aureus subsp. 
aureus MW2 ] , percent identity 71 
in 517 aa, BLASTP E(): 0.0" 
/codon-start=l 
/transl-table=ll 

/product="putative ABC-type Mn Zn 

transport system periplasmic Mn 

Zn-binding protein" 

/protein-id="BAE17635. 1" 

/db-xref="GI : 72494314" 

/ translation="MKQITYISIMVLAFMWLAG 

CGKGESDNTKSNEKIKINTTVFPL 

KSFAEQIGGKHVEVNSIYPAGTDLHNYEPTQKDI 

INASKADLFLYTGDNLDPVAKKVA 



STIKKDDKKLALEDKLDKSQLLTDQHSHEEEGHD 
HDEHHHHGGYDPHVWLDPKFDQTF 
AKEIKDELIKKDPKHKKTYEKNYEKLNKDLKEID 
KDLKSITENKEGNTIFISHESIGY 
LAERYDFVQKGVQNMNAE DP SQKSLSNIVKE I KD 
S GARY I LYE DN VS NKVT D T I RKE T 
EAKPLKFYNMESLNKSQQQDYKLSYQSLMKKNI I 
NMDKALSDSIQTEDDKEQSKHDKA 
ISDGYFKDSQVKDITLGDYKGNWQSVYPYLKDGT 
LDEVMEHKAEDDDSMSAKAYKSYY 
EKGYKTDISHITISNDTITFEKDGKKETGKYVYD 
GKDILKYEKGNRGVRYTFKLVDQN 
SHLPKYVQFSDHNIEPKKAAHFHIFMGNNKDKIL 
KELDNWPTYYPNSLSSEEIKEEML AH" 
526702. .527223 /locus-tag="SSP0491" 
526702. .527223 /locus-tag="SSP0491" 
/note="similar to 
gi | 27467182 |ref INP-763 819 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 58 in 171 
aa, BLASTP E ( ) : 7e-56" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17636 .1" 

/db-xref="GI : 72494315" 

/ translation="MIMTKFNFDAAHSWEFSVK 

HLMISNIKGRFTEFDANIDGDIND 

LSTIKGDFTINASSIDTRVDDRDAHLRSGDFLDV 

ENNPE IKFE I TKADEKS I TGNVT I 

KGETNEETFDLSYEGQSKNPMNGATTVGFIVNGS 

INREKYGITFNQALETGGVMIGKD 

VKFQVSLEFALED" 

complement (527541 . .5281 /locus-tag="SSP0492" 

61) 

complement (527541 . .5281 /locus-tag="SSP0492" 
61) 

/note="similar to 
gi I 159256 81 | ref | NP-3 73215 . 1 | 
[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 35 
in 202 aa, BLASTP E(): 2e-34" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17637. 1" 

/db-xref="GI : 72494316" 

/ translation="MNTPIKNYADTFSKELNLTQ 

GIYKYIFYFISFMI IMWIPRMLD 

NSFQLTLALMLYILFIFIGSLVLILFVIKKLIMT 

WGDSKKTYIAVGFSSAIVFGIYIL 

SEYLLRHYPIFIFWSPNQTTNFI IGI ILLLLTMA 

ICLLLKKKYFAGLILILSLPNI IS 

RIFTGGDYSNKNFLIISSIVLTIISLSFIAYIW 

QYYRDKKS I DNN " 

complement (528303 . .5286 /locus-tag="SSP0493" 

41) 

complement (528303 . .5286 /locus-tag="SSP0493" 
41) 

/note="similar to 

gi I 159256 82 | ref | NP-3 73216 . 1 | 



528738. .529331 
528738. .529331 



529332. .529805 
529332. .529805 



529892. .530068 
529892. .530068 



[Staphylococcus aureus subsp. 
aureus Mu50], percent identity 71 
in 112 aa, BLASTP E(): le-40" 
/codon-start=l 
/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="BAE17638 . 1" 
/db-xref="GI : 72494317" 
/ translation="MSISDQMMKGLLDGAILGLI 
AQGETYGYEILDKLKSQQFPEISD 
GSIYPVLLRLNKKGYVTSVSKKSMTGGPKHKYYS 
ITDTGKNELNQFKANWHYLNNGMN 
NLMRSVNDVN " 
/locus-tag="SSP0 49 4" 
/locus-tag="SSP0 49 4" 
/note="similar to 
gi] 49484890 |ref | YP-0 42114. 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
45 in 188 aa, BLASTP E(): 5e-47" 
/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 

/protein-id="BAE17639 .1" 

/db-xref="GI : 72494318" 

/ translation="MTIDLPKIGKPATNALHHIG 

VKTLEDIAGYDRTTLLAIHGVGPK 

AMDILEDNLKKHNMNFKEDIGFDVPFHLTGDLKC 

DNAPKRRVMLDFLIGSALVDKDKL 

QAIVAEDFKWEWDAFQLTGFDAFYQELEDHKET 

IVSIDVKMNISHGKSGALHGTQIL 

ENGTTIYFADMFEFTSHRKDAKVKSITSYI IMNE 

GES" 

/locus-tag="SSP0495" 
/locus-tag="SSP0495" 



/n 



ila 



gi | 274689 0 4 | ref | NP-765541 . 1 | 
[Staphylococcus epidermidis ATCC 
12228], percent identity 48 in 154 
aa, BLASTP E ( ) : le-35" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="BAE17640 .1" 
/db-xref="GI : 72494319" 
/ translation="MSVKIVENNI IFTREFKATA 
EQIFKAYTDQNLFEKWFHPQGATT 
EVYESDVQTGGNAFFAIRAPQGTSYTVTQYTEVI 
QPTLI DYNDYF ADKDGN I DQKMAG 
MHNTIHIEDNDNGVAKLTSVAVLPDPKAAQQLLD 
MGVEEGMNSTFDNLETLLETL " 
/locus-tag="SSP0 496" 
/locus-tag="SSP0 496" 
/note="similar to 
gi | 4948462 0 | ref | YP-0 418 44 . 1 | 
[Staphylococcus aureus subsp. 
aureus MRSA252], percent identity 
46 in 58 aa, BLASTP E(): 5e-09" 
/codon-start=l 
/transl-table=ll 



complement ( 530387 . 
11) 

complement ( 530387 . 
11) 



complement (530598 . 
99) 

complement ( 530598 . 
99) 



gene 531194 
< User Break 



/product=" hypothetical protein" 
/protein-id="BAE17641 .1" 
/db-xref="GI : 72494320" 
/ translation="MNKRYMKVLGLYSFSTLIPT 
VLLNEKTLSSHTFKWFLRTLAGYG 
IFAYGLHFLSKFKQ" 
.5306 /locus-tag="SSP0497" 

.5306 /locus-tag="SSP0497" 

/note="partial similar to 
gi I 455329 47 | ref | ZP-0 01839 43 . 1 | 
[Exiguobacterium sp. 255-15], 
percent identity 80 in 61 aa, 
BLASTP E ( ) : 3e-2 4" 
/ codon-start=l 
/transl-table=ll 
/product="putative truncated 
Beta-glucosidase" 
/protein-id="BAE17642 .1" 
/db-xref="GI : 72494321" 
/ translation="MI IFKNAYVTYFLMGYTPWG 
IIDIISFTTGEMKKRYGLIYVDRD 
NEGHGTLERKKKAS F DWYRNVI KTNGE SLN" 
.5309 /locus-tag="SSP0498" 

.5309 /locus-tag="SSP0498" 

/note="similar to 
gi I 50591017 | ref | ZP-0 0332350.1 | 
[Streptococcus suis 89/1591], 
percent identity 39 in 134 aa, 
BLASTP E() : 5e-2 0" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="BAE17643 .1" 

/db-xref="GI : 72494322" 

/ trans lation="MNTQFSVSIHILTLLATEKE 

PVSSQYIADSINSNATLVRKICRY 

LRDGHYIQSSQGISGYSLSSSANEIHLGDLYQLI 

FSETMHFAKIHKDTNQHCHVGKNI 

SHALDEI YSEVDTTI INKLNTYTIQSVIDHF" 

/locus-tag="SSP0 499" 



(FILE 'HOME' ENTERED AT 16:31:09 ON 16 DEC 2008) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:31:20 ON 16 DEC 2008 

SEA (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 O 



1 FILE IFIPAT 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 
QUE (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 O 



FILE ' USPATFULL, IFIPAT' ENTERED AT 16:32:25 ON 16 DEC 2008 
L2 3 S LI 



INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:33:15 ON 16 DEC 2008 





SEA 


ENTEROCOCCUS 


DURANS STRAIN 


141- 


L3 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


141- 




SEA 


ENTEROCOCCUS 


DURANS STRAIN 


152 


L4 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


152 




SEA 


ENTEROCOCCUS 


DRANS 141-1 




L5 


QUE 


ENTEROCOCCUS 


DRANS 141-1 






SEA 


ENTEROCOCCUS 


DURANS 141-1 




L6 


2 FILE USPATFULL 
QUE ENTEROCOCCUS DURANS 141-1 





FILE 'USPATFULL' ENTERED AT 16:36:57 ON 16 DEC 2008 
L7 2 S L6 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:37:29 ON 16 DEC 2008 
SEA ENTEROCOCCUS DURANS 152 



1 FILE AGRICOLA 

1 FILE BIOENG 

1 FILE BIOSIS 

1 FILE CABA 

2 FILE CAPLUS 
1 FILE FROSTI 
1 FILE FSTA 

1 FILE HEALSAFE 

1 FILE LIFESCI 

1 FILE MEDLINE 

1 FILE PASCAL 

1 FILE SCI SEARCH 

2 FILE USPATFULL 

L8 QUE ENTEROCOCCUS DURANS 152 



FILE 'AGRICOLA, BIOENG, BIOSIS, CABA, CAPLUS, FROSTI, FSTA, HEALSAFE, 
LIFESCI, MEDLINE, PASCAL, SCISEARCH, USPATFULL' ENTERED AT 16:38:26 ON 16 
DEC 2008 
L9 15 S L8 

L10 3 DUP REM L9 (12 DUPLICATES REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:40:04 ON 16 DEC 2008 



SEA LACTOCOCCUS LACTIS C-l-92 



1 FILE CAPLUS 
1 FILE GENBANK 

1 FILE PROMT 

2 FILE USPATFULL 

QUE LACTOCOCCUS LACTIS C-l-92 



FILE 'CAPLUS, GENBANK, PROMT, USPATFULL' ENTERED AT 16:41:04 ON 16 DEC 

2008 

L12 15 S Lll 

L13 14 DUP REM LI 2 (1 DUPLICATE REMOVED) 



=> d 113 1 



L13 ANSWER 1 OF 14 CAPLUS COPYRIGHT 2008 ACS on STN DUPLICATE 1 
AN 2006:299263 CAPLUS 
DN 144:306860 

TI Foaming composition of benign microbes for competitive exclusion of 
undesired microbes 

IN Podtburg, Teresa C . ; Schmidt, Bruce; Cords, Bruce; Grab, Lawrence A.; 

Halsrud, David A. 
PA USA 

SO U.S. Pat. Appl. Publ., 21 pp. 

CODEN: USXXCO 
DT Patent 
LA English 
FAN.CNT 1 

PATENT NO. KIND DATE APPLICATION NO. DATE 



PI US 20060067915 Al 20060330 US 2005-233922 20050922 

PRAI US 2004-612882P P 20040924 



=> d 113 2 



L13 ANSWER 2 OF 14 USPATFULL on STN 
AN 2006:86130 USPATFULL 

TI Composition and method for inhibition of microorganisms 

IN Doyle, Michael P, Peachtree City, GA, UNITED STATES 

Zhao, Tong, Peachtree City, GA, UNITED STATES 
Al 20060406 
Al 20031124 (10) 
20031124 

20050518 PCT 371 date 
20021125 (60) 



US 20060073129 
US 2003-535357 
WO 2003-US37526 



US 2002-428863P 
ity 



PRAI 
DT 

FS APPLICATION 
LN.CNT 1238 
INCL INCLM: 
NCL NCLM: 
IC IPCI 
IPCR 

CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



424/093.450 
424/093 . 450 
A61K0035-74 
A61K0035-66 



[I, A] ; A61K0035-66 [I,C*] 
[I,C]; A61K0035-74 [I, A] 



=> d 113 3 

L13 ANSWER 3 OF 14 PROMT COPYRIGHT 2008 Gale Group on STN 
ACCESSION NUMBER: 2003:81217 PROMT 



TITLE: 
SOURCE: 

PUBLISHER: 
DOCUMENT TYPE: 
LANGUAGE : 
WORD COUNT: 



Natural Additives Kill Listeria. 

Food Ingredient News, (March 2003) Vol. 11 

ISSN: ISSN: 1070-1788. 

Business Communications Company, Inc. 

Newsletter 

English 

391 

*FULL TEXT IS AVAILABLE IN THE ALL FORMAT* 



L13 ANSWER 4 OF 14 



GENBANK® COPYRIGHT 2008 on STN 



LOCUS (LOC) : 
GenBank ACC . NO. (GBN) : 
GenBank VERSION (VER) : 
CAS REGISTRY NO. (RN) : 
SEQUENCE LENGTH (SQL) : 
MOLECULE TYPE (CI) : 
DIVISION CODE (CI) : 
DATE (DATE) : 
DEFINITION (DEF) : 

KEYWORDS (ST) : 
SOURCE: 
ORGANISM (ORGN) : 



PROJECT (PJID) : 

REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 



JOURNAL (SO) : 
REFERENCE: 

AUTHOR (AU) : 



TITLE (TI) : 



JOURNAL (SO) : 
REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 
JOURNAL (SO) : 



AM286415 GenBank (R) 

AM286415 

AM286415.1 GI:122087364 

917704-63-3 

4615899 

DNA; circular 

Bacteria 

29 Oct 2008 

Yersinia enterocolitica subsp. enterocolitica 8081 
complete genome, 
complete genome 

Yersinia enterocolitica subsp. enterocolitica 8081 
Yersinia enterocolitica subsp. enterocolitica 8081 
Bacteria; Proteobacteria; Gammaproteobacteria; 
Enterobacteriales; Enterobacteriaceae; Yersinia 
GenomePro ject : 190 
1 

Delihas,N. 

Annotation and evolutionary relationships of a small 
regulatory RNA gene micF and its target ompF in 
Yersinia species 

(er) BMC Microbiol., 3, 13 (2003) 
2 

Thomson, N. R. ; Howard, S.; Wren,B.W.; Holden, M. T . ; 
Crossman,L.; Challis, G . L . ; Churcher , C . ; Mungall,K.; 
Brooks, K.; Chillingworth, T . ; Feltwell , T . ; Abdellah,Z. 
Hauser,H.; Jagels,K.; Maddison, M. ; Moule,S.; 
Sanders, M. ; Whitehead, S . ; Quail, M. A.; Dougan,G.; 
Parkhill, J. ; Prentice, M. B . 

The complete genome sequence and comparative genome 

analysis of the high pathogenicity Yersinia 

enterocolitica strain 8081 

PLoS Genet., 2 (12), E206 (2006) 

3 (bases 1 to 4615899) 

Thomson, N.R. 

Direct Submission 

Submitted ( 3 0-JUN-2006 ) Thomson N.R., Pathogen 
Sequencing Unit, The Wellcome Trust Sanger Institute, 
Genome Campus, Hinxton, Cambridge, CB10 ISA, UNITED 
KINGDOM 



FEATURES (FEAT) : 
Feature Key 



1. .4615899 



Qualifier 

/organism=" Yersinia enterocolitica 
subsp. enterocolitica 8081" 
/mol-type="genomic DNA" 
/strain="8081" 



complement (270 . . 710) 
complement (270 . . 710) 



misc-feature complement (273 . . 704) 



gene 
CDS 



complement ( 802 . .1263) 
complement ( 802 . .1263) 



misc-feature complement ( 86 8 . . 1173 ) 



misc-feature complement (1111. .1191) 



misc-feature complement (1129. .1194) 



/ sub-specie s="enterocol it ica" 

/db-xr ef = " t axon : 3 9 3 3 0 5 " 

/locus-tag="YE0001" 

/locus-tag="YE0001" 

/ codon-start=l 

/transl-table=ll 

/product=" putative f lavoprotein" 

/protein-id="CAL10146 .1" 

/db-xref="GI : 122087365" 

/db-xref="GOA:AUHQ8" 

/db-xref="InterPro: IPR001094" 

/db-xref="InterPro: IPR008254" 

/db-xref="InterPro: IPR0 15702" 

/db-xref="UniProtKB/TrEMBL:AUHQ8" 

/ translation="MADITLISGSTLGSAEYVAE 

HLAEKLEEAGFTTETLHGPELDEL 

TLDGMWLIITSTHGAGDLPDNLQPLLEQIEQQRP 

DLSQVRFGAVGLGSSEYDTFCGAV 

RKLDQQLI IQGAIRVGDILEIDVIKHEIPEDPAE 

IWVKNWINLL" 

/locus-tag="YE0001" 

/inf erence=" protein 

motif :PFAM:PF00258" 

/note="Pfam match to entry PF00258 

flavodoxin, Flavodoxin, score 

117.3, E-value 1.9e-32" 

/gene="asnC" 

/locus-tag="YE0002" 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/ codon-start=l 

/transl-table=ll 

/product="regulatory protein" 

/protein-id="CAL10147. 1" 

/db-xref="GI: 122087366" 

/db-xref="GOA:AUHQ9" 

/db-xref="InterPro: IPR0 0 0 485" 

/db-xref="InterPro: IPR0 11991" 

/db-xref="UniProtKB/TrEMBL:AUHQ9" 

/ translation="MSEIYQIDNLDRGILNALME 

NARTPYAELAKNFGVSPGTIHVRV 

E KMRQ AG I ITAACVHVNPKQLGYDVCCFIGI I LK 

SAKDYPSALKKLESLEEWEAYYT 

TGHYSIFIKVMCKSIDALQQVLINKIQTIDEIQS 

TETLISLQNPIMRTIVP " 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/ inf erence="protein 

motif :PFAM:PF01037" 

/note="Pfam match to entry PF01037 

ASNC-trans-reg, AsnC family, score 

61.4, E-value 1.2e-15" 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/inf erence=" protein 

motif :Prosite:PS0 0519" 

/note="PS00519 Bacterial 

regulatory proteins, asnC family 

signature . " 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/not e=" Predicted helix- turn-helix 



gene 
CDS 



. .2441 
. .2441 



misc-feature 1455.. 2186 



misc-feature 2055.. 2078 



2595. .3266 
2595. .3266 



motif with score 1765.000, SD 5.20 

at aa 24-45, sequence 

TPYAELAKNFGVSPGTIHVRVE " 

/gene="asnA" 

/locus-tag="YE0 0 03" 

/gene="asnA" 

/locus-tag="YE0 0 03" 

/ codon-start=l 

/transl-table=ll 

/product="aspartate-ammonia 

ligase" 

/protein-id="CAL10148 .1" 
/db-xref="GI : 122087367" 
/db-xref="GOA:AUHR0" 
/db-xref="InterPro: IPR004618" 
/db-xref="InterPro:IPR006195" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HRO " 

/ translation="MKKQFIQKQQQISFVKSFFS 

RQLEQQLGL I EVQAP I L SRVGDGT 

QDNLSGSEKAVQVKVKSLPDATFEWHSLAKWKR 

KTLGRFDFGADQGIYTHMKALRPD 

EDRLSAIHSVYVDQWDWERVMGDGERNLAYLKST 

VNKIYAAIKETEAAISAEFDIKPF 

LPEQIHFIHSESLRAKFPDLDAKGRERAIAKELG 

AVFLIGIGGKLADGKSHDVRAPDY 

DDWTSPSAEGFAGLNGDI I VWNPVLEDAFE I S SM 

GIRVDAEALKRQLALTSDEDRLKL 

EWHQSLLNGEMPQTIGGGIGQSRLVMLLLQQQHI 

GQVQCGVWGPE I SEKVEGLL" 

/gene="asnA" 

/locus-tag="YE0 0 03" 

/ infer ence= "protein 

motif :PFAM:PF03 59 0" 

/note="Pfam match to entry PF03590 
AsnA, Aspartate-ammonia ligase, 
score 597.7, E-value 4.6e-177" 
/gene="asnA" 
/locus-tag="YE0 0 03" 
/ inf erence="protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
/locus-tag="YE0004" 
/locus-tag="YE0004" 
/inf erence="similar to 
sequence: INSDC:AE0 01 895" 
/inf erence="similar to 
sequence :INSDC:AL6 46 0 78" 
/note="Similar to Ralstonia 
solanacearum probable 
transmembrane protein RSP0410 or 
RS00867 SWALL:Q8XSQ7 
(EMBL:AL646078) (224 aa) fasta 
scores: E(): 7 . 3e-36 , 46 . 54 38d in 
217 aa, and to Deinococcus 
radiodurans hypothetical protein 
DR0351 SWALL:Q9RXG2 
(EMBL:AE001895) (227 aa) fasta 
scores: E(): 3.7e-17, 31.67 38d in 
221 aa" 

/ codon-start=l 



misc-f eature join (2643 .. 2711, 

2721. .2777, 2838. .2906 
2934. .3002,3192. .3260 



complement (3276. .4742) 
complement (3276 . . 4742) 



misc-f eature complement (4035. .4100) 



complement (4746. .6254) 
complement (4746. .6254) 



/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10149 .1" 
/db-xref="GI : 122087368" 
/db-xref="InterPro: IPR009781" 
/db-xref="UniProtKB/TrEMBL:AUHRl" 
/ trans lation="MARFHPLRHYSHARPRLLLS 
VGAG 1 1 AYF LLP S HF T VL LRVMVS 
WNIFAWLYLLFLWLQLLRNDPKKIRLIARVQDES 
ASMVLSIVSMACLASILVILFELS 
TANQLSGSAKAFHLVLTGMTLLVSWLLLPTAFTM 
HYAHLFYLSRDESDAVLPLIFPKE 
VTEPTYWDFLYFSFTIGVASQTADVSTGTSDIRR 
WLLQSVLSFIFNMTILGLSINVG AGLLN" 
/locus-tag="YE0004" 



/ inf erence="protein 

motif :TMHMM: 2.0" 

/note="5 probable transmembrane 

helices predicted for YE0004 by 

TMHMM2.0 at aa 17-39, 43-61, 

82-104, 114-136 and 200-222" 

/locus-tag="YE0 0 05" 

/locus-tag="YE0 0 05" 

/codon-start=l 

/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10150 .1" 
/db-xref="GI: 122087369" 
/db-xref="InterPro: IPR002035" 
/db-xref="UniProtKB/Swis3-Prot :A1J 
HR3 " 

/ translation="MLSLATLDLLLSISESELIE 

EMWGLLASPQLAIFFEKFPRIKR 

ALLIKE'IE'G" r.'jllL'j'jF IF EAF.'Tr AGLANEFALYQ 

QSQLEDSPLFYAHLPQIWQLQQW 

HSPFATQAKTLLHTADLERNPQTGDSFQTLFLQR 

WRVSLTLQTITIHHQLLEQEREQL 

LAELQQRLAL S GALEP I LATNDGAAGRLWDMS QG 

HLQRGDYQLLLQYGDFLQQQPELQ 

QLAEQLGRSRSAKAQPTPDARFEPYTVMVRQPDT 

VPEEVSGIHQSNDILRLLPTELVM 

LGMSELEFEFYRRLLERRLLTYRLQGDNWQEKTL 

QRPISLKSHDEQPRGPFIVCVDTS 

GSMGGFSEQCAKAFCLALLRIALEDNRRCYIMLF 

ATEIIHYELSSASGIEQAIRFLSQ 

HFRGGTDLAACLSSTLSKMEERDWYDADAVI I SD 

FIAQRLPEELIRKIKIQQQAHQHR 

FHAVAMSAYGKPGIMRIFDHIWRFDTGLKSRLIR 

RWKR" 

/locus-tag="YE0 0 05" 

/not e=" Predicted helix- turn-helix 

motif with score 997.000, SD 2.58 

at aa 215-236, sequence 

PELQQLAEQLGRSRSAKAQPTP " 

/locus-tag="YE0 0 06" 

/locus-tag="YE0 0 06" 

/codon-start=l 

/transl-table=ll 



/product=" con served hypothetical 
protein" 

/protein-id="CAL10151 .1" 
/db-xref="GI : 122087370" 
/db-xref="GOA:AUHR5" 
/db-xref="InterPro: IPR003593" 
/db-xref="InterPro: IPR011704" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR5" 

/ tr ans 1 at ion="MAQSSQLAERISRLS SALES 

GLYERQEAIRLCLLAALSGESVFL 

LGPPGIAKSLIARRLKFAFRNARAFEYLMTRFST 

PEEVFGPLSIQALKEEGRYQRMTG 

GYLPEAEIVFLDEIWKAGPAILNTLLTAINERRF 

RNGDREDSIPMRLLVTASNELPDA 

DSSLEALYDRMLIRLWLDRVQEKQNFRSLLLSRQ 

NENHNPVAENLSISDEEFYQWQPL 

IDKIALPDNCFELIFQLRQQLSAQEQAPYVSDRR 

WKKALRLLQAS AFF SGRDE I TP I D 

LILLKDCLWHDLSSLKLLQQQLEQLLTEHGYQQQ 

SLLMKLQHIHAQWLKHQQQQSDHQ 

ALTVTKQSGMFSRKPQYSLPDHLTDSTLTLFLQK 

PLSLHDIQVNHLQIEKEMLVQWLN 

KGGVLRAKLNG VG YAQ S I D AE VD DQ L HITVLDVS 

RQSSILSQPGASTAS VPPELLVEL 

AELENSL. 

LLNVAEQVKQLQQKLRGH " 

gene 6708.. 8435 /gene="kup" 

/locus-tag="YE0007" 
/note=" synonym: trkD" 

CDS 6708.. 8435 /gene="kup" 

/locus-tag="YE0007" 
,/codon-start = l 
/transl-table=ll 
/product="potassium transport 
protein" 

/protein-id="CAL10152 .1" 
/db-xref="GI : 122 0 8 73 71" 
/db-xref="GOA:AUHR6" 
/db-xref="InterPro:IPR0 03 855" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR6" 

/ translation="MVFGFLSLIFWMLILIVSVK 

YLTYVMRADNAGEGGILTLMSLAG 

RNTSSRATSILVILGLIGGSFFYGEWITPAISV 

MSAIEGLEIAAPALDPYIVPCSIA 

VLTLLFVIQKHGTGSVGKLFAPVMLVWFLTLALL 

GLRS I IANPEVLAALNPKWAI SFF 

TEYKSVSFFALGAWLAITGVEALYADMGHFGKF 

P I RLAWFTWL P S L VLN YFGQGAL 

LLKNPEAIKNPFFLLAPDWALIPLLILATLATVI 

ASQAVISGVFSLTRQAVRLGYLPP 

MRIIHTSEMESGQIYIPVINWTLYLAWLVIVGF 

ERSSNLAAAYGIAVTGTMVITSVL 

FCTVALKNWHWNRFFVYFLLVALLVIDVPMFSAN 

ALKLFSGGWLPLSLGLVMFI IMTT 

WKSERFSLLRRMHEHGNSLEAMIASLEKSPPVRV 

PGTAVYMSRAMNVIPFALLHNLKH 

NKVLHDRWLLTLRTEDAPYVHNVNRVTIEQLSP 

TFWRWASYGWRETPNVEEIFHRC 

GLEGLPCQMMETSFFMSHESLILTKRPWYLFLRG 

KLFIALSRNALRAADQFEIPPNRV 



misc-f eature 



misc-f eature join (6717 .. 6785, 

6870. .6938, 6966. .7034, 
7068. .7136, 7194. .7262, 
7299. .7367, 7425. .7493, 
7566. .7634, 7662. .7730, 
7749. .7802, 7830. .7886) 



8606. .9025 
8606. .9025 



gene 
CDS 



9033. .10535 



9033. .10535 



IELGTQVEI " 
/gene="kup" 
/locus-tag="YE0007" 
/inf erence=" protein 
motif :PFAM:PF02 705" 

/note="Pfam match to entry PF02705 
K-trans, K+ potassium transporter, 
score 854.9, E-value 1.7e-254" 
/gene="kup" 



/locus-tag="YE0007" 
/ inf erence="protein 
motif :TMHMM: 2.0" 

/note="ll probable transmembrane 
helices predicted for YE0007 by 
TMHMM2.0 at aa 4-26, 55-77, 
87-109, 121-143,163-185, 198-220, 
240-262, 287-309, 319-341, 348-365 
and 375-393" 
/locus-tag="YE0008" 
/locus-tag="YE0008" 
/codon-start=l 
/transl-table=ll 
/product="ribose permease" 
/protein-id="CAL10153 .1" 
/db-xref="GI : 122087372" 
/ db-xref ="GOA: A1JHR8 " 
/db-xref="InterPro: IPR007721" 
/db-xref ="UniProtKB/Swiss-Prot:Al J 
HR8 " 

/ translation="MKKGALLNSDISAVISRLGH 
TDQIVIGDAGLPIPATTTRIDLAL 
TQGVPGFLQVFEWTQEMQVESAYLAQEIVKNNP 
QLHETLLA'i'LO'i'LE'i'H'i" jll'i'I ALH 
YISHEAFKEQTKQSRAVIRSGECSPFANI ILCSG 
VTF" 

/gene="rbsA" 
/locus-tag="YE0 0 09" 
/ gene="rbsA" 
/locus-tag="YE0 0 09" 
/inf erence="similar to 
sequence: INSDC:AL6 27280" 
/inf erence="similar to 
sequence : UniProtKB : P0 49 83" 
/note="Similar to Escherichia coli 
ribose transport ATP-binding 
protein RbsA SWALL : RBSA-ECOLI 
(SWALL:P0 49 83) (501 aa) fasta 
scores: E(): 2.7e-148, 85.83 38d 
in 494 aa, and to Salmonella typhi 
high affinity ribose transport 
protein STY896 SWALL : Q8Z2R4 
(EMBL:AL627280) (501 aa) fasta 
scores: E(): l.le-147, 85.62 38d 
in 494 aa" 
/ codon-start=l 
/transl-table=ll 
/product="putative ribose 



misc-feature 9120.. 9683 



misc-f eature 



misc-feature 



misc-feature 10218.. 10262 



gene 
CDS 



10623. .11588 
10623 . .11588 



transport ATP-binding protein" 

/protein-id="CAL10154 . 1" 

/db-xref="GI : 122087373" 

/db-xref="GOA:AUHSl" 

/db-xref="InterPro: IPR003439" 

/db-xref="InterPro: IPR003593" 

/db-xref="InterPro: IPR015861" 

/db-xref="UniProtKB/TrEMBL:AUHSl" 

/ translation="MQPLLQLKGIDKAFPGVKAL 

SGAALSVYPGRVMALVGENGAGKS 

TMMKVLTGIYNKDAGSQHFLGKEWFNGPKESQE 

AGIGIIHQELNLIPQLTIAENIFL 

GREFVNHFGG I DWKKMYAE ADL L LARLN I S Y S S H 

RL VGE L S I GDQQMVE I AKVL S F E S 

KVIIMDEPTDALTDTETASLFNVIKELKAEGRGI 

VYISHRLKEIFEICDDVTVFRDGQ 

FIAEKPVNTLTENALIEMMVGRKLEEQYPRLNLP 

RGEKRLQVKQLCGPGVENVNFTLY 

SGEILGVAGLMGAGRTELMKI IYGALPRKSGFVM 

LDGREWTHSPQDGLANGIVYISE 

DRKRDGLVLGMSVKENMSLTALRYFSRSGGSLKH 

ADEQQAVADFIRLFNIKTPSMEQP 

IGLLSGGNQQKVAIARGLMTRPKVLILDEPTRGV 

DVGAKKEIYQLINQFKQEGLSIIL 

VSSEMPEVLGMSDRI IVMHEGQLSGEFS IEQATQ 

E V L MAAA V GKRDLLEK" 

/gene="rbsA" 

/locus-tag="YE0 0 09" 

/ infer ence= "protein 

motif : PFAM: PFO 0 0 05" 

/note="Pfam match to entry PF00005 

ABC-tran, ABC transporter, score 

173.1, E-value 3e-49" 

/ gene="rbsA" 

/locus-tag="YE0 0 09" 

/ infer ence= "protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/gene="rbsA" 

/locus-tag="YE0 0 09" 

/ infer ence= "protein 

motif : PFAM: PFO 0 0 05" 

/note="Pfam match to entry PF00005 

ABC-tran, ABC transporter, score 

134.4, E-value 1.3e-37" 

/gene="rbsA" 

/locus-tag="YE0009" 

/inf erence=" protein 

motif :Prosite:PS00211" 

/note="PS00211 ABC transporters 

family signature." 

/gene="rbsC" 

/locus-tag="YE0010" 

/gene="rbsC" 

/locus-tag="YE0010" 

/codon-start=l 

/transl-table=ll 

/product="putative sugar transport 
system, permease protein" 
/protein-id="CAL10155.1" 
/db-xref="GI : 122087374" 



10623 . .10748 



misc-feature join ( 10686 .. 10754, 



10815. 
10911. 
10998. 
11124. 
11283. 
11445. 



10883, 
10979, 
11066, 
11192, 
11351, 
11513) 



misc-feature 10746.. 11582 



gene 11760. .12647 

CDS 11760. .12647 



/db-xref ="GOA: Al JHS2 " 
/db-xref="InterPro: IPR001851" 
/db-xref="UniProtKB/TrEMBL:AUHS2" 
/ trans lation= "MS SQTINTKRWFSKEWLLEQ 
KSLIALLVLIAWSSLSPNFFTLN 
NMFN I LQQT S VNAIMAVGMT L VI L T S G I DL S VG S 
LLALTGAVAAS IVGLEVNALVAVG 
AALALGAFVGG I TGVI VAKGKVQAF I ATLVMMLL 
LRGVTMVYTNGSPINTGFTDVADT 
FGWFGIGRPLGIPTPIWLMAIVFIAAWYMLHHTR 
LGRYIYALGGNESATRLSGISVDK 
VKIIVYSLCGLLAALAGI IEVARLSSAQPTAGTG 
YELDAIAAWLGGTSLAGGKGQIV 
GTLIGALILGFLNNGLNLLGVSSYYQMIVKAVVI 
LLAVLVDNKKQ " 
/gene="rbsC" 
/locus-tag="YE0010" 
/note="Signal peptide predicted 
for YE0010 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.969) 
with cleavage site probability 
0.169 between residues 42 and 43" 
/gene="rbsC" 



/locus-tag="YE0010" 

/ inf erence="protein 

motif :TMHMM: 2.0" 

/note="7 probable transmembrane 

helices predicted for YE0010 by 

TMHMM2.0 at aa 22-44, 65-87, 

97-119, 126-148,168-190, 221-243 

and 275-297" 

/gene="rbsC" 

/locus-tag="YE0010" 

/ inf erence="protein 

motif :PFAM:PF02653" 

/note="Pfam match to entry PF02653 

BPD-transp-2 , Branched-chain amino 

acid transport system / permease 

component, score 3.4, E-value 

7.7e-07" 

/gene="rbsB" 

/locus-tag="YE0011" 

/note="synonyms : prlB, rbsP" 

/gene="rbsB" 

/locus-tag="YE0011" 

/inf erence="similar to 

sequence :UniProtKB:P02925" 

/inf erence="similar to 

sequence : UniProtKB : P02926 " 

/note="Similar to Escherichia coli 

D-ribose-binding periplasmic 

protein precursor RbsB or RbsP or 

PrlB SWALL:RBSB-ECOLI 

(SWALL:P02925) (296 aa) fasta 

scores: E(): 1.7e-84, 84.74 38d in 

295 aa, and to Salmonella 



typhimurium, and Salmonella typhi 

D-ribose-binding periplasmic 

protein precursor RbsB or RbsP or 

STM3884 or STY3894 

SWALL: RBSB- SALTY ( SWALL : PO 2 9 2 6 ) 

(296 aa) fasta scores: E(): 

5.6e-84, 84.06 38d in 295 aa" 

/ codon-start=l 

/transl-table=ll 

/product=" putative 

D-ribose-binding periplasmic 

protein precursor" 

/protein-id="CAL10156 .1" 

/db-xref="GI : 122087375" 

/db-xref="InterPro: IPR001761" 

/db-xref="UniProtKB/TrEMBL:AUHS3" 

/ 1 r an s 1 at i o n= " MKMKKL AT L I S WAL S AT VS 

ANALAKDTIALWSTLNNPFFVSM 

KDGAQKE ADKL G YN LVILDSQNNPAKE LANVQ D L 

TVRGTKLL L I NP T D S DAVGNAVKM 

ANQANIPVITLDRLANAGTWSHVASDNRFGGKM 

AG D Y I AKKVG S D AK V IQLEGIAGA 

SAARERGEGFKQSMEKNKFQLLASQPADFDRTKG 

LNVMQN LLTAHP DVQAVF AQN DEM 

ALGALRALQTAGKTDVLWGFDGTDDGIKAVESG 

KMGATIAQF E DQIGVIGVQTADKV 

LKGEKVQAVIPVDLKLVTK" 

sig-peptide 11760.. 11834 /gene="rbsB" 

/locus-tag="YE0011" 
/note="Signal peptide predicted 
for YE0011 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.933 between residues 25 and 26" 

misc-feature 11835.. 12641 /gene="rbsB" 

/locus-tag="YE0011" 
/ inf erence="protein 
motif :PFAM:PF00532" 

/note="Pfam match to entry PF00532 
Peripla-BP-like, Periplasmic 
binding proteins and sugar binding 
domain of the Lad family, score 
63.4, E-value 3.3e-16" 

misc-feature 12432.. 12455 /gene="rbsB" 

/locus-tag="YE0011" 
/inf erence=" protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

gene 12811.. 13737 /gene="rbsK" 

/locus-tag="YE0 012" 

CDS 12811.. 13737 /gene="rbsK" 

/locus-tag="YE0 012" 
/ codon-start=l 
/transl-table=ll 
/product="ribokinase" 
/protein-id="CAL10157 . 1" 
/db-xref="GI : 122087376" 
/db-xref="GOA:AUHS4" 
/db-xref="InterPro: IPR002139" 
/db-xref="InterPro: IPR002173" 
/db-xref="InterPro: IPR011611" 



misc-feature 12817.. 13701 



misc-feature 12928.. 13002 



misc-feature 13552.. 13593 



gene 
CDS 



13740 . .14741 
13740. .14741 



/db-xref="InterPro: IPR011877" 

/db-xref="UniProtKB/TrEMBL:AUHS4" 

/ translation="METGKLWLGSINADHILNI 

EQFPRPGETWGEQYKVAFGGKGA 

NQAVAAGRSGANIAFIACVGEDDIGDRVRLQLAS 

DN I DTAP I EAVAGT T TGVAL I FVN 

GEGENVIGIHAGANSAVTPEYLGRYQQQVIDADA 

LLMQLESPLGTVIAAAKLAKQHQT 

QVILNPAPARELPDELLSLVDMITPNETEAERLT 

GIHIEQDDDAAKAAQILHDKGIAT 

VIITLGSRGVWLSEQGQGKLVAGFKVNAVDTIAA 

GDTFNGALLTALLEGQAMGSAVRF 

AHAAAAIAVTRPGAQPSIPWRAEIDSFLQDRV" 

/gene="rbsK" 

/locus-tag="YE0 012" 

/ inf erence="protein 

motif :PFAM:PF0 029 4" 

/note="Pfam match to entry PF00294 

pfkB, pfkB family carbohydrate 

kinase, score 298.8, E-value 

4.4e-87" 

/gene="rbsK" 

/locus-tag="YE0 012" 

/ inf erence="protein 

motif :Prosite:PS0 05 83" 

/note="PS00583 pfkB family of 

carbohydrate kinases signature 1." 

/gene="rbsK" 

/locus-tag="YE0 012" 

/inf erence= "protein 

motif :Prosite:PS0058 4" 

/note="PS00584 pfkB family of 

carbohydrate kinases signature 2." 

/gene="rbsR" 

/locus-tag="YE0 012A" 

/gene="rbsR" 

/locus-tag="YE0 012A" 

/inf erence="similar to 

sequence: INSDC : AE0 0 8 8 8 1 " 

/inf erence="similar to 

sequence : UniProtKB : P2 5551" 

/note="Similar to Escherichia 

coli, and Escherichia coli 0157:H7 

ribose operon repressor RbsR or 

b3753 or z5254 or ecs4695 

SWALL:RBSR-ECOLI ( SWALL : P25551 ) 

(329 aa) fasta scores: E(): 

7.1e-94, 73.17 38d in 328 aa and 

to Salmonella typhimurium 

transcriptional repressor for rbs 

operon RbsR or stm3886 

SWALL:Q8ZKV7 (EMBL : AE0 0 8 8 8 1 ) (332 

aa) fasta scores: E(): 5.3e-95, 

74.09 38d in 332 aa" 

/codon-start=l 

/transl-table=ll 

/product="ribose operon repressor" 
/protein-id="CAL10158 .1" 
/db-xref="GI : 122087377" 
/db-xref="GOA:AUHS5" 
/db-xref="InterPro: IPR000843" 
/db-xref="InterPro: IPR001761" 



/db-xref="UniProtKB/TrEMBL:AUHS5" 
/ t r an s 1 at i o n= " MATMKDVARL AGVS T S T VS H 
VINKNRFVSDPIRDKVLAAIKQLN 
YAPSALARSLKLNETRTIGMLVTASSNPFYAEW 
RGVERSCYERGYSLILCNTEGDID 
RMSRSIETLMQKRVDGLLLMCTESHRPSQDILRC 
YPSLPIIMMDWAPFEGVNDVIQDN 
SLLGGEMATSYLIARGYTRIACIAGPQDKTPAKE 
RLQGFRQAMDRAGLPVLPDYEVAS 
DFEFGGGLVAMKQLLALPQPPEAVFTSNDAMAVG 
VYQALHQAGLSIPQDMAVIGYDDI 
EIAQYMTPPLTTIHQPKDSLGELAIDTLIHRLNS 
PEAEPQVLILTPELIERGSVATR" 
gene complement ( 14738 .. 16162 /locus-tag="YE0013" 

) 

CDS complement ( 14738 .. 16162 /locus-tag="YE0013" 

) 

/ codon-start=l 
/transl-table=ll 
/product="putative membrane 
transport protein" 
/protein-id="CAL10159 .1" 
/db-xref="GI: 122 0 8 73 78" 
/db-xref="GOA:AUHS6" 
/db-xref="InterPro: IPR0 01411" 
/db-xref="InterPro: IPR007114" 
/db-xref="InterPro: IPR011701" 
/db-xref="UniProtKB/TrEMBL:AUHS6" 
/ trans lation="MIKSARSMAGLPWIAAMAFF 
MQALDAT I LNTALPS IAESLNRSP 
LTMQSAIISYTLTVAMLIPVSGWLADRFGTRRIF 
ILAVSLFTLGSLLCALSGSLPFLV 
ASRVI QGVGGAMMMPVARLAL I RAYPRS E L LP VL 
NFVTIPGLIGPVMGPLLGGLLVTY 
ATWHWIF ILNIP I GLLG I F YARKYMP DF TMPKRA 
FDIIGFLLFGSSLVMISVSLEIMG 
RPDIASYLPAAVLLGGLLMLLFYIFHAKGHPNPL 
IGLPLFKTRTFSVGIAGNVASRLG 
TGCVPFLMPLMLQVGFGYSAI IAGCMMAPTAIGS 
MMAKSAVTQVLRS LGYRTVLVG I T 
AIIGVLIALFAFQSPGMSPWLMILPLFILGMAMS 
TQFTAMNTITLADLTDNNASSGNS 
VLAVTQQLAISFGVAISAWLRFYDGLSFGNNID 
HFHYTFITMGAVTLLSSMVFLLLK 
PRDGDNL I QGRNVKKVTQP AKS E V " 
sig-peptide complement ( 16052 .. 16162 /locus-tag="YE0013" 

) 

/note="Signal peptide predicted 
for YE0013 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.994) 
with cleavage site probability 
0.740 between residues 37 and 38" 
misc-feature complement ( join ( 14816 . . /locus-tag="YE0013" 



14884, 


14927 . .14995, 


15032. 


. 15100, 


15128. 


.15196, 


15233. 


. 15301, 


15344. 


. 15412, 


15431. 


.15499, 


15527. 


.15583, 


15620. 


.15679, 


15689. 


.15757, 



15791. .15859, 
15869. .15937, 
15956. .16015, 
16058. .16126) ) 

/ inf erence="protein 
motif :TMHMM:2 . 0" 

/note="14 probable transmembrane 
helices predicted for YE0013 by 
TMHMM2.0 at aa 13-35, 50-69, 
76-98, 102-124,136-158, 162-181, 
194-212, 222-244, 251-273, 
288-310,323-345, 355-377, 390-412 
and 427-449" 

misc-feature complement ( 15830 .. 16132 /locus-tag="YE0013" 
) 

/ inf erence="protein 
motif :PFAM:PF0 0 0 83" 

/note="Pfam match to entry PF00083 
sugar-tr, Sugar (and other) 
transporter, score 20.7, E-value 
2.1e-06" 

gene complement ( 16237 .. 16926 /locus-tag="YE0014" 

) 

CDS complement ( 16237 .. 16926 /locus-tag="YE0014" 

) 

/codon-start=l 

/transl-table=ll 

/product="putative GntR-famly 

transcriptional regulator" 

/protein-id="CAL10160 . 1" 

/db-xref="GI: 122087379" 

/db-xref="GOA:AUHS7" 

/db-xref="InterPro: IPR0 0 0 52 4" 

/db-xref="InterPro: IPR011711" 

/db-xref="InterPro: IPR011991" 

/db-xref="UniProtKB/TrEMBL:AUHS7" 

/ translation="MQLNTQQQAAQRNLSYLLAE 

KIGQRILAGEYEAGSILPGEIELG 

EQFGVS RT AVRE AVKML AAKGML LPRPRIGT RVM 

PQTNWNFLDQELLTWWMTRENFDQ 

VMQHFLILRRSLEPQACSLAAINVSGKQKALLTS 

LMTEMCELHAHFNRERWIQVDAQF 

HQLIYEASGNPFLTSFANLFSSVYHSYFRSITGD 

EVI KLQHHQN I VDT I LAGDSQGAL 

VACQVLLKEKD " 

misc-feature complement ( 16696 .. 16875 /locus-tag="YE0014" 
) 

/ inf erence="protein 
motif :PFAM:PF0 0392" 

/note="Pfam match to entry PF00392 
gntR, Bacterial regulatory 
proteins, gntR family, score 79.0, 
E-value 6.6e-21" 
misc-feature complement ( 16744 .. 16818 /locus-tag="YE0014" 
) 

/inf erence= "protein 
motif :Prosite:PS0 0 0 43" 
/note="PS00043 Bacterial 
regulatory proteins, gntR family 
signature . " 

misc-feature complement ( 16750 .. 16815 /locus-tag="YE0014" 

) 



gene 
CDS 



misc-f eature 



misc-f eature 



17506. .18994 
17506. .18994 



19220 . 
19220. 



19295 
19295 



.22667 
.22667 



22667. .22908 
22667. .22908 



complement (23194. 

) 

complement ( 2319 4 . 
) 



/not e=" Predicted helix- turn-helix 
motif with score 1101.000, SD 2.94 
at aa 38-59, sequence 
PGEIELGEQFGVSRTAVREAVK" 
/gene="16S rRNA" 
/gene="16S rRNA" 
/product="16S ribosomal RNA" 
/note="match to 16S-rRNA 1..1461 
(Y.enterocolitica 16S)" 
/gene="tRNA-Glu ( TTC ) " 
/gene="tRNA-Glu (TTC)" 
/product="tRNA-Glu" 
/note="codon recognized: GAA" 
/gene="23S rRNA" 
/gene="23S rRNA" 
/product="23S ribosomal RNA" 
/note="match to 23S-rRNA 1..2994 
(Y. enterocolitica 23S 
EMBL:U77925, Y.pestis KIM 98 
38dentity, Citrobacter freundii 
23S EMBL:U77928 94 38dentity)" 
/gene="5S rRNA" 
/gene="5S rRNA" 
/product="5S ribosomal RNA" 
/note="match to 5SrRNA 1..240 
Y.enterocolitica" 
.23721 /gene="mobB" 

/locus-tag="YE0 016" 
.23721 /gene="mobB" 



/locus-tag="YE0016" 
,/codon-start = l 
/transl-table=ll 
/product="probable 

molybdopterin-guanine dinucleotide 

biosynthesis protein B" 

/protein-id="CAL10161 . 1" 

/db-xref="GI : 122087380" 

/db-xref="GOA:AUHS8" 

/db-xref="InterPro: IPR0 0 4 435" 

/db-xref="UniProtKB/TrEMBL:AUHS8" 

/ translation="MSRKTPPLLGIAAYSGTGKT 

TLLKSLIPLLQQRQIRVGLIKHTH 

HNMEIDTPGKDSYELRKAGAYQTLVASDCRWALM 

TETPEQKPLDLHYLASRLDAATID 

LILVEGFKHEPINKIALYREAVGKPYTDLIDEYV 

IALASDELIETAVEQLDINQPEQI 

ADFICSWLQINPSQP" 

complement (23299 . .23703 /gene="mobB" 

) 

/locus-tag="YE0016" 
/inf erence=" protein 
motif :PFAM:PF032 05" 

/note="Pfam match to entry PF03205 
MobB, Molybdopter in guanine 
dinucleotide synthesis protein B, 
score 184.3,E-value 1.3e-52" 

complement (23662 . .23685 /gene="mobB" 

) 

/locus-tag="YE0016" 
/ inf erence="protein 



24462. .24731 
24462. .24731 



motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

complement ( 23718 . .24317 /gene="mobA" 

) 

/locus-tag="YE0017" 
/note="synonyms : chlB, mob, nar" 

complement ( 23718 . .24317 /gene="mobA" 

) 

/locus-tag="YE0017" 

/codon-start=l 

/transl-table=ll 

/product="molybdopterin-guanine 
dinucleotide biosynthesis protein 
A" 

/protein-id="CAL10162 .1" 
/db-xref="GI: 122087381" 
/db-xref="GOA:AUHS9" 
/db-xref="InterPro: IPR013482" 
/db-xref="UniProtKB/TrEMBL:AUHS9" 
/ translation="MIEMQPNITGVILAGGRSSR 
MGGNDKGLTLLHDKPLFQYVIDRL 
KPQVNDLLINANRNQELYQASGVPWSDI ITGFV 
GP L AGMH AG L S Y S P T E WWFAP C D 
VPALPSNLVSQLWQGKQQALAAYVHDGERAHPTL 
ALMH' LUI 
FMDSVNAQPIIFRGQKDQFSNLNTPADCDLWEQS 
KRGEL" 

/locus-tag="YE0018" 
/locus-tag="YE0018" 
/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10163 .1" 
/db-xref="GI : 122 0 8 73 82" 
/db-xref="InterPro: IPR0 093 83" 
/db-xref="UniProtKB/TrEMBL:AUHTO" 
/ translation="MKCHRVNELIELLHPAWQQE 
PDLNLVQFLQKLSEEAGFEGEFAE 
LTDDILIYHLKMRGSASTEVIPGLKKDYEEDFKT 
AILRARGIIKD" 
/locus-tag="YE0 019" 
/locus-tag="YE0 019" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL1016 4. 1" 
/db-xref="GI : 122087383" 
/db-xref="InterPro: IPR002575" 
/db-xref="UniProtKB/TrEMBL:AUHTl" 
/ trans lation="MNSSAFNFQTLSPDLIMDAL 
EGVGLRVDSGLTALNSYENRVYQF 
MDE DRKRYWKF YRPERWSSEQILEEHQFSLDLA 
ESEIPVIAPLQLDGRTLHTHGGFF 
FTVFPSVGGRQYEIDNLDQLEWVGRYLGRIHQVG 
SDALFVARSTIGIEEYLTEPRQLL 
ASSELVPAKQRDKFLAATDLLISTIKQYWHTDWQ 
PLRLHGDCHPGNILWRDGPMFVDL 
DDARNGPAVQDLWMLLHGERREQLIQLDILLEAY 
GEFADFDQRELALIEPLRAMRMVY 



24823. .25809 
24823. .25809 



gene 
CDS 



25856. .26479 
25856. .26479 



sig-peptide 25856.. 25912 



misc-feature 25856.. 26476 



misc-feature 25976.. 26032 



gene 
CDS 



27070. .29868 



27070. .29868 



YLAWVARRWQDPAFPKSFPWMAESDFWLQQTASF 

TEQVKLLQAPPLQLMPMY" 

/gene="dsbA" 

/locus-tag="YE0 02 0" 

/gene="dsbA" 

/locus-tag="YE0 02 0" 

/codon-start=l 

/transl-table=ll 

/product=" secreted thiol: disulfide 

interchange protein DsbA" 

/protein-id="CAL10165 . 1" 

/db-xref="GI : 122087384" 

/db-xref="GOA:AUHT2" 

/db-xref="InterPro: IPR001853" 

/db-xref="InterPro: IPR006662" 

/db-xref="InterPro: IPR012335" 

/db-xref="UniProtKB/TrEMBL:AUHT2" 

/translation^' MKNVWLALVGMVMAF S AS AA 

QFTDGTQYQTLNKPVTGEPQVLEF 

FSFYCPHCYQFEEVYHVPQAVKKALPEGTKMTRY 

HVEFLGPLGKQLTQAWAVAMALGV 

EEKITPLMFEGVQKTQTVQTPDDIRNVFIKAGVS 

GEEFDAALNSFWKSLWQQQKAA 

EDLELRGVPAMFVNGKYMIKNDGMDTSSMDTYVK 

QYADWKFLLTQK" 

/gene="dsbA" 

/locus-tag="YE0 02 0" 

/note="Signal peptide predicted 

for YE0020 by SignalP 2.0 HMM 

(Signal peptide probabilty 1.000) 

with cleavage site probability 

0.992 between residues 19 and 20" 

/gene="dsbA" 

/locus-tag="YE0 02 0" 

/ infer ence= "protein 

motif :PFAM:PF01323" 

/note="Pfam match to entry PF01323 

DSBA, DSBA oxidoreductase, score 

486.2, E-value 1.7e-143" 

/gene="dsbA" 

/locus-tag="YE0 02 0" 

/ infer ence= "protein 

motif :Prosite:PS0 019 4" 

/note="PS00194 Thioredoxin family 

active site." 

/gene="polA" 

/locus-tag="YE0 021" 

/note="synonym: resA" 

/gene="polA" 

/locus-tag="YE0 021" 

/codon-start=l 

/transl-table=ll 

/product="DNA polymerase I" 

/protein-id="CAL10166 .1" 

/db-xref="GI : 122087385" 

/db-xref="GOA:AUHT3" 

/db-xref="InterPro: IPR001098" 

/db-xref="InterPro: IPR002298" 

/db-xref="InterPro: IPR002421" 

/db-xref="InterPro: IPR002562" 

/db-xref="InterPro:IPR003583" 

/db-xref="InterPro: IPR008918" 



/db-xref="UniProtKB/TrEMBL:AUHT3" 
/translation^' MAQIAENPLILVDGSSYLYR 
AYHAFPPLTNSKGEPTGAMYGVLN 
MLRSLLLQYRPSHVAWFDAKGKTFRDELFAEYK 
SHRPPMPDDLRAQIEPLHQMVKAM 
GLPLLWSGVEADDVIGTLAQEAEKAGHAVLI ST 
GDKDMAQLVTPNITLINTMNNAIL 
GPQEVCEKYGVPPELI IDFLALMGDSSDNIPGVP 
GVGEKTAQALLQGLGGLDSLFNHL 
DKIPTLTFRGAKTMSAKLEQNKDVAYLSYKLATI 
KTDVELDITCDELNVSAPDDEQLH 
QLFSRYEFKRWLADVEAGKWLDGKKDRPTAQASN 
KAFVAPESAPVAEVTAVLSQENYQ 
TILDEKSLSDWIERLKKAEVFAFDTETDGLDTLS 
SNLIGLSFAVAPGEAAYLPLAHDY 
L DAP AQL DRDWVL AQ LKPLLEDDKAL KVGQN L KF 
DQSMLARYGIDLRGIAFDTMLESY 
VLDSVAGRHDMDS LAERYLNHKT ITFEE I AGKGK 
NQLTFNQIALEQAGPYAAEDADVT 
LQLHLVLWPKLQQSEGLKRVFQEIEMPLLPILSR 
I ERTGVL IDQNI LAAH S KE L T I RL 
DELEKQAHELAEEPFNLASPKQLQVILYEKQKLP 
ILKKTPGGAASTNEEVLAELALDY 
PLPKVILEYRGLAKLKSTYTDKLPLMINPVSGRV 
HTSYHQAVTATGRLSSRDPNLQNI 
P YR1 1 E E G RR I R Q AF I AP E G Y R I 1-IAAD Y S Q I E L R I 
MAHLSQDKGLLAAFAAGKDIHRAT 
AAEVFGLSLEKVTNEQRRSAKAINFGLIYGMSAF 
GLARQLNIPRGEAQRYMDLYFERY 
PGVLEYMERTRKQAAEQGYVTTLDGRRLYLPDIH 
S RN AT RRKAAE REAINAPMQG T AA 
DIIKRAMIAVDAWLQQQPEPLVRVIMQVHDELVF 
EVHESVLESAEQKIRELMEQSMQL 
AVPLKVDVGVGYNWDQAH " 
misc-feature 27088.. 27576 /gene="polA" 

/locus-tag="YE0 021" 
/inf erence= "protein 
motif :PFAM:PF02739" 

/note="Pfam match to entry PF02739 
5-3-exonuc-N, 5 ' -3 ' exonuclease, 
N-terminal resolvase-like domain, 
score 316.3, E-value 2.4e-92" 
misc-feature 27580.. 27900 /gene="polA" 

/locus-tag="YE0 021" 
/ inf erence="protein 
motif :PFAM:PF01367" 

/note="Pfam match to entry PF01367 
5-3-exonuclease, 5 ' -3 ' 
exonuclease, C-terminal SAM fold, 
score 194.5, E-value l.le-55" 
misc-feature 28048.. 28629 /gene="polA" 

/locus-tag="YE0 021" 
/inf erence=" protein 
motif :PFAM:PF01612" 

/note="Pfam match to entry PF01612 
3-5-exonuclease, 3 '-5' 
exonuclease, score 229.0, E-value 
4.4e-66" 

misc-feature 28717.. 29862 /gene="polA" 

/locus-tag="YE0 021" 
/inf erence= "protein 
motif :PFAM:PF0 0 4 76" 



/note="Pfam match to entry PF00476 
DNA-pol-A, DNA polymerase family 
A, score 698.2, E-value 2.6e-207" 

misc-feature 29338.. 29397 /gene="polA" 

/locus-tag="YE0 021" 
/inf erence=" protein 
motif :Prosite:PSO 0 447" 
/note="PS00447 DNA polymerase 
family A signature." 

misc-RNA 30017.. 30134 /note="Spot 42 RNA (RF00021) as 

predicted by Rfam, score 91.54, 
positions 1 to 118" 

gene complement ( 30302 .. 30955 /locus-tag="YE0022" 

) 

CDS complement (30302. .30955 /locus-tag="YE0022" 

) 

/codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10167 . 1" 
/db-xref="GI: 122087386" 
/db-xref="GOA:AUHT4" 
/db-xref="InterPro: IPR002917" 
/db-xref="InterPro: IPR0 052 89" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HT 4 " 

/ translation="MTIRNFNYHMTHFVISAPDI 
RHLPRDEGIEVAFAGRSNAGKSSA 
LNTLTGQKSLARTSKTPGRTQLINLFEWEGVRL 
VDLPGYGYAEVPEEMKLKWQRALG 
EYLQKRNCLKGLWLMDIRHPLKDLDQQMITWAV 
AVGTP VML L L T KADKL AS G ARKAQ 
LNMVREAI I PFUGD I Q T <EAF S S LKKI GVDKLREK 
LDTWFSEIPPEVMIDEYDDEEGK" 
misc-feature complement ( 30830 .. 30853 /locus-tag="YE0022" 
) 

/inf erence=" protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
misc-RNA 31382.. 31582 /note="CsrC family RNA (RF00084) 

as predicted by Rfam, score 35.38, 
positions 1 to 254" 

gene 31718.. 32284 /locus-tag="YE0023" 

CDS 31718.. 32284 /locus-tag="YE0023" 

/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10168 . 1" 
/db-xref="GI : 122087387" 
/db-xref="InterPro:IPR007336" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HT5" 

/ translation="MKQPNKAPRADRAAPKGTAT 

PKRHKKTRVEL D I EARERKRQKRH 

SGNRSGARTNIEGSNKTGSTQAQEKDPRIGSKVP 

VP L WE S KAKAKL TTKPVAKVEAK 

PRLTPEEELTKLENDERLDALLDRLDNDEVLSKE 

DQAYVDLTLDRIDALMEQLGIELG 

DDEDDEEREEKPEDILKLLKSGNPKDTF" 



gene 32467.. 33840 /gene="hemN" 

/locus-tag="YE0 02 4" 

CDS 32467.. 33840 /gene="hemN" 

/locus-tag="YE0 02 4" 

/codon-start=l 

/transl-table=ll 

/product=" oxygen- independent 

coproporphyrinogen III oxidase" 

/protein-id="CAL10169 .1" 

/db-xref="GI : 122087388" 

/db-xref="GOA:AUHT6" 

/db-xref="InterPro: IPR004558" 

/db-xref="InterPro:IPR006638" 

/db-xref="InterPro: IPR007197" 

/db-xref="InterPro: IPR010723" 

/db-xref="UniProtKB/TrEMBL:AUHT6" 

/ translation="MSENAWWDLSLIQKYNYSG 

PRYTSYPTALEFSEEYDESAFQQA 

VKRYPQRPLSLYVHIPFCHKLCYFCGCNKLVTRQ 

QHKADEYLAVLEKEIRQRAALFAG 

RQVSQMHWGGGTPTYLNKTQITHLMNLLRENFDF 

LPGAEQSIEVDPREIELDVLDHLR 

AEGFNRLSMGVQDFNKEVQRLVNREQDEDFIFAL 

IARAKALGFNSTNIDLIYGLPKQT 

PESFAFTLKRVAELNPDRLSVFNYAHLPSLFAAQ 

RKIKDADLPTAEQRLDILQHTISF 

LTESGYQF IG1-IDHFARPDDELAI AQREGKLHRNF 

QGYTTQGESDLLGLGVSAI SMLGD 

SYAQNEKDLKTYYAWEQRGNALWRGLTMTEDDC 

LRRDVIKTLICNFQISYQPIEQHY 

GIRFADYFAEDFELLTPFEHDGLVERDDKSIRVT 

PRGRLLIRNICMCFDIYLRKQARK QQFSRVI " 

misc-f eature 32761.. 33522 /gene="hemN" 

/locus-tag="YE0 02 4" 
/ infer ence= "protein 
motif :PFAM:PF02473" 

/note="Pfam match to entry PF02473 
Coprogen-an-ox, Oxygen- independent 
Coproporphyrinogen III oxidase, 
score 555.2, E-value 2.8e-164" 
gene complement ( 33989 .. 35401 /gene="ntrC" 

) 

/locus-tag="YE0 025" 
/note="synonyms : glnG, glnT" 
CDS complement (33989. .35401 /gene="ntrC" 

) 

/locus-tag="YE0 025" 
/codon-start=l 
/transl-table=ll 
/product="nitrogen regulation 
protein" 

/protein-id="CAL10170 .1" 
/db-xref="GI: 122087389" 
/db-xref="GOA:AUHT7" 
/db-xref="InterPro: IPR001789" 
/db-xref="InterPro: IPR002078" 
/db-xref="InterPro: IPR002197" 
/db-xref="InterPro: IPR003593" 
/db-xref="InterPro: IPR010114" 
/db-xref="UniProtKB/TrEMBL:AUHT7" 
/translation="MQRGIVWIVDDDSSIRWVLE 
RALTGAGLNCATFDTGNQVLDALA 



TQTPDVLLSDIRMPGMDGLALLKQIKQRHPMLPV 
I IMTAHSDLDAAVSAYQQGAFDYL 
PKPFDIDEAVALVERAISHYQEQQQPARTQPASG 
P TAD 1 1 GE AP AMQ DVFRIIGRLSR 
SSI S VL INGE S GTGKE LVAHALHRH S P RAKAP F I 
ALNMAAIPKDLIESELFGHEKGAF 
TGANQVRQGRF EQADGGT L F L DE I G DMP L D VQ T R 
LLRVLADGQFYRVGGYAPVKVDVR 
IIAATHQNLELRVQEGKFREDLFHRLNVIRVHLP 
PLRERREDIPRLARYFLQVAAKEL 
GVEAKNLHPETEVALTRLPWPGNVRQLENTCRWL 
TVMAAGQEVLVQDLPSELFETNTP 
DAS GQRMP DNW STL L AQWADRAL RSGHQDLLSEA 
QPEMERTLLTTALRHTQGHKQEAA 
RLLGWGRNTLTRKLKELGME " 
misc-feature complement (34001 .. 34123 /gene="ntrC" 
) 

/locus-tag="YE0 025" 
/inf erence=" protein 
motif :PFAM:PF02954" 

/note="Pfam match to entry PF02954 
HTH-8, Bacterial regulatory 
protein, Fis family, score 64.1, 
E-value 2e-16" 
misc-feature complement ( 34007 .. 34072 /gene="ntrC" 
) 

/locus-tag="YE0 025" 
/not e=" Predicted helix- turn-helix 
motif with score 1763.000, SD 5.19 
at aa 444-465, sequence 
GHKQEAARLLGWGRNTLTRKLK" 
misc-feature complement ( 34313 .. 34342 /gene="ntrC" 
) 

/locus-tag="YE002b" 
/inf erence= "protein 
motif :Prosite:PS00688" 
/note="PS00688 Sigma-54 
interaction domain C-terminal part 
signature . " 

misc-feature complement ( 34316 .. 34981 /gene="ntrC" 
) 

/locus-tag="YE0025" 
/ inf erence="protein 
motif :PFAM:PF00158" 

/note="Pfam match to entry PF00158 
Sigma54-activat, Sigma-54 
interaction domain, score 496.8, 
E-value l.le-146" 
misc-feature complement (34676 .. 34723 /gene="ntrC" 
) 

/locus-tag="YE0 025" 
/inf erence=" protein 
motif :Prosite:PS0 06 76" 
/note="PS00676 Sigma-54 
interaction domain ATP-binding 
region B signature." 
misc-feature complement ( 3 486 8 .. 3 4909 /gene="ntrC" 
) 

/locus-tag="YE0025" 
/ inf erence="protein 
motif :Prosite:PS0 06 75" 
/note="PS00675 Sigma-54 



interaction domain ATP-binding 
region A signature." 
misc-f eature complement ( 35033 .. 35392 /gene="ntrC" 
) 

/locus-tag="YE0025" 
/inf erence=" protein 
motif :PFAM:PF0 0 0 72" 

/note="Pfam match to entry PF00072 
response-reg, Response regulator 
receiver domain, score 148.5, 
E-value 7.8e-42" 
gene complement ( 35409 .. 36458 /gene="ntrB" 

) 

/locus-tag="YE0 026" 
/note="synonyms : glnl, glnR" 
CDS complement (35409 . .36458 /gene="ntrB" 

) 

/locus-tag="YE0 026" 

/codon-start=l 

/transl-table=ll 

/product="Two component regulatory 
protein involved in nitrogen 
assimilation" 
/protein-id="CAL10171 .1" 
/db-xref="GI: 122087390" 
/db-xref="GOA:AUHT8" 
/db-xref="InterPro: IPR000014" 
/db-xref="InterPro: IPR0 0359 4" 
/db-xref="InterPro:IPR003661" 
/db-xref="InterPro: IPR004358" 
/db-xref="InterPro: IPR005467" 
/db-xref="InterPro: IPR013767" 
/db-xref="UniProtKB/TrEMBL:AUHT8" 
/ translation="MATGTLPDAGQILNSLINSI 
LLLDDSLAIHYANPAAQQLLAQSS 
RKLFGTPLPELLGYFSLNMELMRESLASGQSFTD 
NEVTLWDGRAHILSLTAQSLAEG 
FILLEMAPMDNQRRLSQEQLQHAQQIAARDLVRG 
LAHEIKNPLGGLRGAAQLLSKALP 
DPALLEYTKVI IEQADRLRNLVDRLLGPQRPGQH 
VTQSI HQ VAE R VC QLVSLEKPDNV 
TLIRDYDPSLPELAHDPDQIEQVLLNITRNALQA 
LGEAGGTITLRTRTAFQITLHGVR 
YRLAARIDIEDDGPGVPTQLQDTLFYPMVSGREG 
GTGLGLSIARSLIDQHSGKIEFNS 
WPGHTEF S VYL P I RQ " 
misc-feature complement ( 35415 .. 35762 /gene="ntrB" 
) 

/locus-tag="YE0 026" 
/ inf erence="protein 
motif :PFAM:PF02518" 

/note="Pfam match to entry PF02518 
HATPase-c, Histidine kinase-, DNA 
gyrase B-, and HSP90-like ATPase, 
score 104.0, E-value 1.9e-28" 
misc-feature complement ( 358 77 .. 36 074 /gene="ntrB" 
) 

/locus-tag="YE0026" 
/inf erence=" protein 
motif :PFAM:PF0 0512" 

/note="Pfam match to entry PF00512 
HisKA, His Kinase A 



gene complement (366 0 7 

) 

CDS complement (36607 

) 



misc-feature complement ( 36823 
) 



misc-feature complement (36868 
) 



misc-feature complement (37195 

) 



(phosphoacceptor ) domain, score 
64.0, E-value 2.1e-16" 
38016 /gene="glnA" 

/locus-tag="YE0 02 7" 
38016 /gene="glnA" 

/locus-tag="YE0 02 7" 
/codon-start=l 
/transl-table=ll 
/product=" glut amine synthetase" 
/protein-id="CAL10172 .1" 
/db-xref="GI : 122087391" 
/db-xref="GOA:AUHT9" 
/db-xref="InterPro: IPR001637" 
/db-xref="InterPro: IPR004809" 
/db-xref="InterPro: IPR008146" 
/db-xref="InterPro: IPR008147" 
/db-xref="InterPro: IPR014746" 
/db-xref="UniProtKB/TrEMBL:AUHT9" 
/ translation="MSAEHVLTMLNEHEVKFVDL 
RFTDTKGKEQH I T I PAHQVNADFF 
EEGKMFDGS S I GGWKG I NE S DMVLMP DAS TAVMD 
PFFEDSTLI IRCDILEPGTLQGYD 
RDPRSISKRAEEFLKSSGIADTVLFGPEPEFFLF 
D DVRF G S S I RG S H VA IDDIEGAWN 
SSTKYEGGNKGHRPAVKGGYFPVPPVDSSQDLRS 
TMCLTMEEMGLWEAHHHEVATAG 
QNEVATRFNTMTKKADE I Q I YKYWHNVAHAF GK 
TATFMPKPMFGDNGSGMHCHMSLS 
KNGTNLFAGDKYAGLSEMALFYIGGI IKHAKAIN 
ALANPTTNSYKRLVPGYEAPVMLA 
YS ARNRS AS I R I PWASPKARR I E ARFP DP AANP 
YLCFAALLMAGLDGIINKIHPGDA 
MDKNL YDLPPEEEAE I PKVAGS L DE AMAALNE DR 
EFLTRGGVFTDDAIDAYIELRKEE 
MDRVRHT P HP VE F E L Y Y S V " 
36861 /gene="glnA" 

/locus-tag="YE0 02 7" 
/inf erence=" protein 
motif :Prosite:PS0 0182" 
/note="PS00182 Glutamine 
synthetase class-I adenylation 
site. " 
37713 /gene="glnA" 

/locus-tag="YE0 02 7" 
/inf erence=" protein 
motif : PFAM: PF0 0 12 0" 

/note="Pfam match to entry PF00120 
gln-synt, Glutamine synthetase, 
catalytic domain, score 563.6, 
E-value 8.6e-167" 
37242 /gene="glnA" 

/locus-tag="YE0 02 7" 
/inf erence=" protein 
motif :Prosite:PS00181" 
/note="PS00181 Glutamine 
synthetase putative ATP-binding 
region signature." 



misc-f eature complement ( 3 7729 .. 3 7977 /gene="glnA" 

) 

/locus-tag="YE0 02 7" 
/inf erence=" protein 
motif :PFAM:PF03951" 

/note="Pfam match to entry PF03951 
gln-synt-N, Glutamine synthetase, 
beta-Grasp domain, score 169.3, 
E-value 4.1e-48" 
misc-feature complement (37813 . .37869 /gene="glnA" 
) 

/locus-tag="YE0 02 7" 
/ inf erence="protein 
motif :Prosite:PS00180" 
/note="PS00180 Glutamine 
synthetase signature 1." 
gene complement ( 38201 .. 38311 /locus-tag="YE0028" 

) 

CDS complement (38201 . .38311 /locus-tag="YE0028" 

) 

/inf erence="similar to 
sequence: INSDC : AJ41 41 41 " 
/note="Poor database matches. 
Similar to the N-terminal region 
of Yersinia pestis possible 
membrane protein YPO0025 
SWALL:Q8ZJR4 ( EMBL : A J 414141) (52 
aa) fasta scores: E(): 1.8e-12, 
80.55 38d in 36 aa. Doubtful CDS" 
/ codon-start=l 
/transl-table=ll 
/product="hypothetical protein" 
/protein-id="CAL10173 .1" 
/db-xref="GI: 122087392" 
/db-xref="UniProtKB/TrEMBL:AUHUO" 
/ translation="MHTDYQQTPMIWHKWGVWKV 
GIDFAIDFMTQFSMNN" 

gene 38529.. 40352 /gene="bipA" 

/locus-tag="YE0 029" 
/note="synonym: typA" 

CDS 38529.. 40352 /gene="bipA" 

/locus-tag="YE0029" 
/ codon-start=l 
/transl-table=ll 
/product="putative GTPase" 
/protein-id="CAL10174. 1" 
/db-xref="GI : 122087393" 
/db-xref="GOA:AUHUl" 
/db-xref="InterPro: IPR000640" 
/db-xref="InterPro:IPR0 0 0 795" 
/db-xref="InterPro: IPR004161" 
/db-xref="InterPro: IPR005225" 
/db-xref="InterPro: IPR006298" 
/db-xref="UniProtKB/TrEMBL:AUHUl" 
/ translation="MIENLRNIAI IAHVDHGKTT 
LVDKLLQQSGTFGERAEATERVMD 
SNDLEKERGITILAKNTAIKWKDYRINIVDTPGH 
ADFGGEVERVMSMVD S VL LWDAM 
DGPMPQTRFVTKKAFANGLKPIWINKVDRPGAR 
PDWWDQVFDLFVNLDATDEQLDF 
PIIYASALMGIAGNDHNDMAADMTPLYQAIVDHV 
SPPQVEPDAPFQMQISQLDYNNYV 



misc-feature 38535.. 39122 



misc-feature 38562.. 38585 



misc-feature 



misc-feature 39147.. 39395 



misc-feature 39711.. 39977 



40648 . . 41235 
40648. .41235 



GVIGIGRIKRGKVKPNQQVTIVDSEGKTRNGKVG 

KVLTHMGLERIEATEAEAGDIVAI 

TGLGELNISDTICDVNAVEALPALSVDEPTVSMY 

FCVNTSPFCGKEGKYVTSRQILER 

LNKELIHNVALRVEETEDADAFRVSGRGELHLSV 

LIENMRREGFELAVSRPKVIVREI 

DGRKQEPFENVTLDIEEQHQGSVMQAMGERKADL 

KNMDP DGKGRVRL D Y L I P ARG L I G 

FRTEFMTMTSGTGLLYSTFSHYDDVRPGEIGQRQ 

NGVLISNGQGKAVAFALFKLQDRG 

KLFIGHGTEVYEGQI IGIHSRSNDLTVNCLTGKQ 

LTNMRASGTDEATTLVPFLKKTLE 

QALEFIDDDELVEVTPQSIRIRKRHLTENDRKRA 

GRGPKED" 

/gene="bipA" 

/locus-tag="YE0 029" 

/inf erence=" protein 

motif :PFAM:PF00009" 

/note="Pfam match to entry PF00009 

GTP-EFTU, Elongation factor Tu GTP 

binding domain, score 258.2, 

E-value 7.1e-75" 

/gene="bipA" 

/locus-tag="YE0 029" 

/inf erence= "protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/gene="bipA" 

/locus-tag="YE0029" 

/inf erence= "protein 

motif :Prosite: PS 00301" 

/note="PS00301 GTP-binding 

elongation factors signature." 

/gene="bipA" 

/locus-tag="YE0 029" 

/ inf erence="protein 

motif :PFAM:PF03144" 

/note="Pfam match to entry PF03144 

GTP-EFTU-D2, Elongation factor Tu 

domain 2, score 71.9, E-value 

8.8e-19" 

/ gene="bipA" 

/locus-tag="YE0 029" 

/ inf erence="protein 

motif :PFAM:PF00679" 

/note="Pfam match to entry PF00679 
EFG-C, Elongation factor G 
C-terminus, score 112.3, E-value 
6e-31" 

/locus-tag="YE0030" 
/locus-tag="YE0 03 0" 
/ codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10175. 1" 
/db-xref="GI : 122087394" 
/db-xref="GOA:AUHU2" 
/db-xref="InterPro: IPR005834" 
/db-xref="InterPro: IPR006402" 
/db-xref="UniProtKB/TrEMBL:AUHU2" 



/translation="MLYIFDLGNVIVDIDFKRVL 

GVWSKLSSVPLATLSERFTMGEVF 

QQHERGE I S DE DFARQLS DEMGLSL SFEQFAE GW 

QAVFVALRPEVI S IMQKLRAEGHR 

VWLSNTNRLHCNYWPQHYPEVAAAADHMYL S QD 

LGMRKPEARIYQHVLSAENIPAEQ 

AVFFDDVEANIVAARIEGITGIHVTDRKVIPAYF 



misc-f eature 



gene 
CDS 



41328 . . 42218 
41328 . . 42218 



misc-feature 41409.. 42161 



misc-feature j oin ( 41 442 . . 4151 0 , 



41628. 
41748 . 
41874. 
41967. 
42063. 



U68 
41816, 
41933, 
42035, 
42131) 



/locus-tag="YE0030" 
/inf erence= "protein 
motif :PFAM:PF0 0 702" 

/note="Pfam match to entry PF00702 
Hydrolase, haloacid 
dehalogenase-like hydrolase, score 
61.6, E-value l.le-15" 
/gene="rbn " 
/locus-tag="YE0 031" 
/gene="rbn " 
/locus-tag="YE0 031" 
/codon-start=l 
/transl-table=ll 
/product="r ibonuclease BN" 
/protein-id="CAL10176 .1" 
/db-xref="GI : 122087395" 
/db-xref="GOA:AUHU3" 
/db-xref="InterPro: IPR004664" 
/db-xref="InterPro: IPR017039" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HU3 " 

/ translation="MASFLRFRLSASLKPYITFG 

RMLYTRIDKDGLTMLAGHLAYVSL 

LSLVPLVTVIFALFAAFPMFADISIKLKAFIFTN 

FMPATGDI IQNYLEQFVANSNRMT 

WGTCGLIVTALLLIYSVDSVLNI IWRSKVHRSL 

VF S F AVY WMVL TLGPILVGAS MV I 

SSYLLSLQWLANARVDSMIDETLRLFPLLISWVS 

F WL L Y S WP T VRVP AQDAL I G AL V 

AALFFELGKKGFTMYITLFPSYQLIYGVLAVIPI 

LFLWVYWSWCIVLLGAEITVTLGE 

YRAQRHQAITEKSPSQSQEI " 

/gene="rbn " 

/locus-tag="YE0031" 

/ inf erence="protein 

motif :PFAM:PF03631" 

/note="Pfam match to entry PF03631 
Ribonuclease-BN, Ribonuclease 
BN-like family, score 289.2, 
E-value 3.5e-8 4" 
/gene="rbn " 



/locus-tag="YE0031" 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="6 probable transmembrane 

helices predicted for YE0031 by 

TMHMM2.0 at aa 39-61, 101-120, 

141-163, 183-202,214-236 and 

246-268" 



42225. .42662 
42225. .42662 



misc-feature 42306.. 42659 



42914. .43837 
42914. .43837 



misc-feature 43052.. 43282 



misc-feature 43184.. 43249 



misc-feature 43517.. 43585 



/locus-tag="YE0032" 
/locus-tag="YE0 032" 
/codon-start=l 
/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAL10177.1" 
/db-xref="GI : 122087396" 
/db-xref="GOA:AUHU4" 
/db-xref="InterPro: IPR003732" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HU4" 

/ translation="MIALIQRALSANVWDGEW 

GEIGPGLLILLGVEQQDTEQKAQR 

LCEKVLGYRIFGDENDKMNLNVKQAGGSVLWSQ 

FTLVADTQKGMRP SFS RGAS P AE A 

DRLYQYFVAQCREHGVKTETGLFAADMKVSLVND 

GPVTFWLQI" 

/locus-tag="YE0 032" 

/inf erence=" protein 

motif :PFAM:PF02580" 

/note="Pfam match to entry PF02580 
DUF154, Uncharacterized ACR, 
COG1490, score 261.8, E-value 
6e-76" 

/locus-tag="YE0 033" 
/locus-tag="YE0 033" 
/codon-start=l 
/transl-table=ll 
/product="conserved membrane 
protein" 

/protein-id="CAL10178 .1" 

/db-xref="GI : 122087397" 

/db-xref="GOA:AUHU5" 

/db-xref="InterPro: IPR000182" 

/db-xref="InterPro: IPRO 1266 0" 

/db-xref="InterPro: IPR016181" 

/db-xref="UniProtKB/TrEMBL:AUHU5" 

/ translation="MYHLRVPTTEQELKDYYQFR 

WEMLRKPLHQPIGSEKDAY D AMAH 

HQMWDEQGKP VAI GRL Y INADNEAAI RFLAVDP 

SVRSKGLGTLVAMTLESVARQEGV 

KRWCSAREDAVDFFSKLGFVSQGEITAPQTTPV 

RHFLMIKPWTMDDILHRPDWCGQ 

LQQAWYDHIPLSEKMGVRISQYTGQRFVTTMPEA 

GNQNPHHTLFAGSLFSLATLTGWG 

L I WLLLRERHLGGT I I LADAH I RYS APVTGRPRA 

VAE L S S L S GDL DRL ARGRRARVQ L 

DVNLFGNEEAGAVFSGTYMVLPVDAEGDGVN" 

/locus-tag="YE0 033" 

/ inf erence="protein 

motif :PFAM:PF0 05 83" 

/note="Pfam match to entry PF00583 
Acetyltransf , Acetyltransf erase 
(GNAT) family, score 63.3, E-value 
3.3e-16" 

/locus-tag="YE0 033" 

/ not e=" Predicted helix- turn-helix 

motif with score 1005.000, SD 2.61 

at aa 91-112, seguence 

MTLE S VARQEGVKRWC S ARE D " 

/locus-tag="YE0 033" 



repeat-region 44408.. 45116 



gene 44431.. 45117 

CDS 44431. .45117 



misc-feature 44872.. 45069 



misc-feature 44926.. 44991 



repeat-region 45117.. 45833 



45147. .45833 



/inf erence=" protein 
motif :TMHMM:2 . 0" 
/note="l probable transmembrane 
helix predicted for YE0033 by 
TMHMM2.0 at aa 202-224" 
/note="repeat unit encoding a 
LuxR-family transcriptional 
regulator" 
/locus-tag="YE0 035" 
/locus-tag="YE0 035" 
/inf erence="similar to 
sequence :INSDC:AE0 0 4 433" 
/inf erence="similar to 
sequence: INSDC:AE0 0 456 4" 
/note="Similar to Pseudomonas 
aeruginosa probable 
transcriptional regulator PA1347 
SWALL:Q9I3Z7 (EMBL : AE0 0 456 4 ) (230 
aa) fasta scores: E(): 3e-09, 
30.43 id in 207 aa, and to the 
C-terminal region of Vibrio 
cholerae LuxR family 
transcriptional regulator VCA1078 
SWALL : Q9KKM5 (EMBL : AE004433 ) (319 
aa) fasta scores: E(): 2.2e-10, 
27.53 38d in 207 aa" 
/codon-start=l 
/transl-table=ll 
/product="LuxR family 
transcription regulatory protein" 
/protein-id="CAL10179 .1" 
/db-xref="GI : 122087398" 
/db-xref="GOA:AUHU6" 
/db-xref="InterPro: IPR000792" 
/db-xref="InterPro: IPR0 11991" 
/db-xref="InterPro: IPR013656" 
/db-xref="UniProtKB/TrEMBL:AUHU6" 
/ translation="MEASLFNSLKMLIKFWECSS 
EPWGVKDNQSRYVYANNRLHKLFA 
LPDKFSMEGRTDGELPTPISEFELEFQEHDCKVK 
LLQDRVTSVEIHAWNGHSYYQPYF 
FDKYPLIDEHGVSQGI ISHSRPVEDVILTHLNKI 
KVPISLILTPPSDLFSKREWEVLF 
YILHSFSSMEIATKLHLSSITVDNI IQKIYKKIG 
ISGRQQLVDYCYENKINNYVPQSF 
FEYSGSFPLV" 
/locus-tag="YE0 035" 
/ inf erence="protein 
motif :PFAM:PF0 0196" 

/note="Pfam match to entry PF00196 
GerE, Bacterial regulatory 
proteins, luxR family, score 41.3, 
E-value 1.4e-09" 
/locus-tag="YE0 035" 
/not e=" Predicted helix- turn-helix 
motif with score 1060.000, SD 2.80 
at aa 166-187, sequence 
FSSMEIATKLHLSSI TVDN HQ" 
/note="repeat unit encoding a 
LuxR-family transcriptional 
regulator" 
/locus-tag="YE0 036" 



45147. .45833 



misc-feature 45588.. 45785 



misc-feature 45642. 
< User Break 



/locus-tag="YE0 036" 

/inf erence="similar to 

sequence: INSDC : AEO 0 4433 " 

/inf erence="similar to 

sequence: INSDC :AE004564" 

/note="Similar to Pseudomonas 

aeruginosa probable 

transcriptional regulator PA1347 

SWALL:Q9I3Z7 (EMBL : AEO 0 456 4 ) (230 

aa) fasta scores: E(): 

2.2e-09,30.37 38d in 214 aa, and 

to the C-terminal region of Vibrio 

cholerae LuxR family 

transcriptional regulator VCA1078 

SWALL : Q9KKM5 (EMBL : AE004433 ) (319 

aa) fasta scores: E(): 6.6e-13, 

30.43 38d in 207 aa" 

/ codon-start=l 

/transl-table=ll 

/product="LuxR family 

transcription regulatory protein" 

/protein-id="CAL10180 . 1" 

/db-xref="GI : 122 0 8 7399" 

/db-xref="GOA:AUHU7" 

/db-xref="InterPro: IPR0 0 0 792" 

/db-xref="InterPro: IPRO 11991" 

/db-xref="UniProtKB/TrEMBL:AUHU7" 

/translation="MDKPLKNQLEILIRFWERSS 

EPWGARDNQSRFIYSNDRHHKLLG 

LSDKYNLEGRLDSELPSPTAAFQMEFQAHDRKVE 

LSQERITSVEIHEWDGLSYLKPNF 

CDKYPLIDESGVSQGIIFHVRPVEDI ILSRLTKI 

KAPTSLTFTPPSKLFTKREWEVLF 

YILHSYSSKDIAKKLHISPRTVSNITQSVYRKVG 

VSNKRQIVDYCYENKINNYVPQSF 

FEYSGSFPLM" 

/locus-tag="YE0 036" 

/ inf erence="protein 

motif :PFAM:PF00196" 

/note="Pfam match to entry PF00196 
GerE, Bacterial regulatory 
proteins, luxR family, score 49.3, 
E-value 5.5e-12" 
/locus-tag="YE0 036" 



/locus-tag="YE0 06 7" 
/note="synonym: kdtB" 

complement ( 75792 . .76271 /gene="coaD" 

) 

/locus-tag="YE0 06 7" 
/ codon-start=l 
/transl-table=ll 
/product="phosphopantetheine 
adeny lyltr an sf erase" 
/protein-id="CAL10209 .1" 
/db-xref="GI : 122087428" 
/db-xref="GOA:AUHR9" 
/db-xref="InterPro: IPR001980" 
/db-xref="InterPro: IPR004820" 
/db-xref="InterPro: IPR004821" 
/db-xref="InterPro: IPR014729" 



misc-f eature complement ( 75870 
) 



gene complement ( 76268 

) 



CDS complement ( 76268 

) 



sig-peptide complement ( 76961 

) 



misc-f eature complement ( 76565 
) 



gene complement ( 77051 

) 



/db-xref="UniProtKB/Swiss-Prot :A1J 
HR9 " 

/ translation="MITKAIYPGTFDPITNGHLD 
LVTRASEMFSHVILAIADSSSKKP 
MFTLAERVILAKQVTAPLKNVEVLGFSELMAEFA 
KKHNANILVRGLRSVSDFEYEWQL 
ANMNRHLMPKLESVFLMPSEKWSFISSSLVKEVA 
RHGGDITPFLPAPVTKALMTKLA" 
76268 /gene="coaD" 

/locus-tag="YE0 06 7" 
/inf erence=" protein 
motif :PFAM:PF01467" 

/note="Pfam match to entry PF01467 
CTP-transf-2, Cytidylyltransf erase, 
score 151.3, E-value l.le-42" 
77050 /gene="kdtX" 

/locus-tag="YE0 06 8" 
/note="synonym: waaE" 
77050 /gene="kdtX" 

/locus-tag="YE0 06 8" 

/codon-start=l 

/transl-table=ll 

/product="lipopoly saccharide core 
biosynthesis glycosyl transferase" 
/protein-id="CAL10210 . 1" 
/db-xref="GI : 122087429" 
/db-xref="GOA:AUHS0" 
/db-xref="InterPro: IPR001173" 
/db-xref="UniProtKB/TrEMBL:AUHSO" 
/ trans lation= "MS AKKRLSWMIVKNEASLL 
ADCLASVTWADEIWLDSGSEDET 
VALAEQYGAKVYSNTEWPGYGKQRQLAQQYATGD 
YILMLDADERVTPELKSAIETVLL 
APEEGAVYSCARRNLFLGRFMRHSGWYPDRVTRL 
YPREQYRYNDDLVHE S LD S GSAKV 
ILLAGDLLHLTCRDFFAFQRKQLllYAQAWANQRH 
QQGKSCRYFAI I SHTLGAFCKTWL 
LRAGFLDGKQGLLLAWNAQYTFNKYAALWALSH 
QYQKSENS " 
77050 /gene="kdtX" 

/locus-tag="YE0068" 
/note="Signal peptide predicted 
for YE0068 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.844) 
with cleavage site probability 
0.843 between residues 30 and 31" 
77029 /gene="kdtX" 

/locus-tag="YE0 06 8" 
/ inf erence="protein 
motif :PFAM:PF0 0535" 

/note="Pfam match to entry PF00535 
Glycos-transf-2 , Glycosyl 
transferase, score 88.5, E-value 
8.8e-24" 
78328 /gene="kdtA" 

/locus-tag="YE0 069" 



/note="synonym: waaA" 
CDS complement ( 77051 .. 78328 /gene="kdtA" 

) 

/locus-tag="YE0069" 
/ codon-start=l 
/transl-table=ll 

/product="3-deoxy-D-manno-octuloso 
nic-acid transferase" 
/protein-id="CAL10211 . 1" 
/db-xref="GI : 122087430" 
/db-xref="GOA:AUHX3" 
/db-xref="InterPro: IPR001296" 
/db-xref="InterPro: IPR0 0 750 7" 
/db-xref="UniProtKB/TrEMBL:AUHX3" 
/ translation="MLLRLYQVLLYLIQPLIWLR 
LLLRSRKAPAYRKRWGERYGFCAG 
KWAGGIMLHSVSVGETLAAIPLVRALRHRYPSL 
PITVTTMTPTGSERVQSAFGKDVH 
HVYLPYDLPGSVNRFLDQVNPKLVI IMETELWPN 
LINALHRRKIPLVIANARLSARSA 
AGYKKIGSFIRNMLQRITLIAAQNQEDGDRFIEL 
GLRRSQLTVTGSLKFDISVTPELA 
ARAVTLRRQWAPHRPVWIATSTHDGEETILLEAH 
RQLLQQFPTLLLILVPRHPERFPK 
AIELTQKAGLSYTLRSKGEVPSSSTQWIGDTMG 
ELMLLYGIADLAFVGGSLVERGGH 
NPLEAAAHAIPVLMGPHTFNFKDICAKLEQAEGL 
ITVTDTLSLVKEITQLLTDEDCRL 
YYGRHAVDVLHENQGALQRLLHLLEPYLPQRSH" 
misc-feature complement ( 77126 .. 77638 /gene="kdtA" 
) 

/locus-tag="YE0069" 
/ inf erence="protein 
motif :PFAM:PF0 053 4" 
/note="Pfam match to entry PF00534 
Glycos-transf-1 , Glycosyl 
transferases group 1, score 20.0, 
E-value 1.6e-06" 
gene complement ( 78869 .. 79834 /gene="rfaC" 

) 

/locus-tag="YE0 0 70" 
/note="synonyms : rfa-2, waaC" 
CDS complement (78869. .79834 /gene="rfaC" 

) 

/locus-tag="YE0 0 70" 

/codon-start=l 

/transl-table=ll 

/product="lipopoly saccharide 

heptosyltransf erase- 1 " 

/protein-id="CAL10212 .1" 

/db-xref="GI : 122087431" 

/db-xref="GOA:AUHX4" 

/db-xref="InterPro: IPR002201" 

/db-xref="InterPro: IPR011908" 

/db-xref="UniProtKB/TrEMBL:AUHX4" 

/ translation="MHVLIVKTSSMGDVLHTLPA 

LTDAMNAIPGIRFDWWEEGFSQI 

PGWHPAVDKVIPVAIRRWRKNWFGSDTRQERCDF 

KRWQQRS YDWI DAQGL I KS AAL 

ITRIAKGVRHGPDCKSAREPFASWFYNCRHEIDT 

KQHAVERIRQLFAKSLGYDKPESV 

GDYAIAQRFLNELPNDTGQYLVFLHATTRDSKHW 



misc-f eature complement ( 78884 
) 



gene complement ( 79834 

) 



CDS complement ( 79834 

) 



misc-f eature complement ( 79927 
) 



gene complement ( 80929 

) 



CDS complement (80929 

) 



PESHWRKLIELVAPTGLKIKLPWG 
AEHEYQRALRLAEHFPHVEVLPKLSLQQVAEVLA 
GAKAWSVDTGLSHLTAALDRPNI 
TLFGPTDPGLIGGYGKNQIAVISEQKSMDTITAE 
TIMARLETLIS" 
79612 /gene="rfaC" 

/locus-tag="YE0 0 70" 
/inf erence=" protein 
motif :PFAM:PF010 75" 

/note="Pfam match to entry PF01075 
Glyco-transf-9 ,Glycosyltr an sf erase 
family 9 (heptosyltransf erase) , 
score 316.4, E-value 2.1e-92" 
80898 /gene="rfaF" 

/locus-tag="YE0 0 71" 
/note="synonym: waaF" 
80898 /gene="rfaF" 

/locus-tag="YE0 0 71" 
/ codon-start=l 
/transl-table=ll 
/product="ADP-heptose — LPS 
heptosyltransf erase II" 
/protein-id="CAL10213 .1" 
/db-xref="GI : 122087432" 
/db-xref="GOA:AUHX5" 
/db-xref="InterPro: IPR002201" 
/db-xref="InterPro: IPR011910" 
/db-xref="UniProtKB/TrEMBL:AUHX5" 
/ trans lation="MKILVIGPSWVGDMMMSQSL 
YRTLKAEYPAADIDVMAPAWCRPL 
LARMPE' .FEERRRLGLALRE 
TGYDRAYVLPNSFKSALIPYFSGI 
KQRTGWRGEMRYFLLNDMRILDKQAFPMMVQRYV 
ALAYDKERIHCADDLPQPLLWPQL 
QVQDEEIAEITASFNLTNNRPIIGFCPGAEFGPA 
KRWPHYHYAAL AQKL I DTGYQVI L 
LGSAKDNEAGEEIRQALDESAREYCLNLAGQTSL 
DQAWMIAACNAWSNDSGLMHVA 
AALNKPLVALYGPSSPDFTPPLSDKATVIRLITG 
YHKVRKGDSAQGYHQSLIDIQPEQ 
VMAALEKQLSAQTSSVKEGD" 
80694 /gene="rfaF" 

/locus-tag="YE0 0 71" 
/ inf erence="protein 
motif :PFAM:PF010 75" 

/note="Pfam match to entry PF01075 
Glyco-transf-9, Glycosyltransf erase 
family 9 (heptosyltransf erase) , 
score 372.2, E-value 3.5e-109" 
81861 /gene="rfaD" 

/locus-tag="YE0 0 72" 
/note="synonym: htrM" 
81861 /gene="rfaD" 

/locus-tag="YE0 0 72" 

/codon-start=l 

/transl-table=ll 



/product="ADP-L-glycero-D-manno-he 
ptose-6-epimerase" 
/protein-id="CAL10214. 1" 
/db-xref="GI : 122087433" 
/db-xref="GOA:AUHX6" 
/db-xref="InterPro: IPR001509" 
/db-xref="InterPro: IPR011912" 
/db-xref="InterPro: IPR016040" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HX6" 

/ translation="MI IVTGGAGFIGSNIVKALN 

NIGYKDILWDNLKDGTKFVNLVD 

L D I AD YMDKE DF VAS I VAG DDMGDIDAIFHEGAC 

S S T TE WDGKYMMDNN YQ Y S KD I L H 

FCLDRGIPFLYASSAATYGGRTDNFIEDRQYEQP 

LNVYGYSKFLFDQYVREILPQADS 

QICGFRYFNVYGPREGHKGSMASVAFHLNNQINA 

GENPKLFSGSENFKRDFIYVGDVA 

DVNLWFWQNGVSGIFNCGTGRAESFQAVADAVVD 

FHQSGPVEYIEFPEKLKGRYQAYT 

QADLTNLRAAGYDKPFKTVAEGVKEYLTWLNRSV 

misc-f eature complement ( 80932 .. 81858 /gene="rfaD" 
) 

/locus-tag="YE0 0 72" 
/ inf erence="protein 
motif :PFAM:PF013 70" 

/note="Pfam match to entry PF01370 
Epimerase, NAD dependent 
epimerase/dehydratase family, 
score -1.0,E-value 2.2e-13" 

gene 82105.. 83316 /gene="kbl" 

/locus-tag="YE0 0 73" 

CDS 82105.. 83316 /gene="kbl" 

/locus-tag="YE0 0 73" 
/ codon-start=l 
/transl-table=ll 

/product="2-amino-3-ketobutyrate 
coenzyme A ligase" 
/protein-id="CAL10215 . 1" 
/db-xref="GI : 122087434" 
/db-xref="GOA:AUHX7" 
/db-xref="InterPro: IPR001917" 
/db-xref="InterPro: IPR004839" 
/db-xref="InterPro: IPR0112 82" 
/db-xref="InterPro: IPR015421" 
/db-xref="UniProtKB/TrEMBL:AUHX7" 
/ translation="MSLPFDRNAFYQQLEQQLKT 
TRAEGLYKNERIITSAQQADIAVA 
DGRHVINFCANNYLGLANHPRLIAAAKKGMDTHG 
FGMASVRFICGTQDTHKELEQKLA 
SFLGMEDAILYSSCFDANGGLFETLLGPEDAI IS 
DALNHAS I I DGVRLCKAKRYRYAN 
NDMSELKAQLEQAKADGARHIMIATDGVFSMDGV 
IANLKGVCDLADEYQALVMVDDSH 
AVGFVGANGRGTHEYCEVMDRVDI ITGTLGKALG 
GASGGYTAGRKEWEWLRQRSRPY 
LFSNSLAPAIVAASIEVLSLLEDGAELRDRLWSN 
ARLFREKMSAAGFTLAGADHAI IP 
VMLGDATLAQEFANALLKEGIYVTGFFYPWPKG 
QARIRTQMSADHTPEQVERAVEAF 
IRIGKQLNVIA" 



82339. .83283 



misc-feature 82840.. 82869 



gene 
CDS 



83341. .84366 



83341. .84366 



misc-feature 83359.. 84360 



misc-feature 83524.. 83568 



gene 
CDS 



/gene="kbl" 
/locus-tag="YE0 0 73" 
/inf erence= "protein 
motif :PFAM:PF0 0155" 

/note="Pfam match to entry PF00155 

aminotran-1-2 , Aminotransferase 

class I and II, score 260.1, 

E-value 1.9e-75" 

/gene="kbl" 

/locus-tag="YE0 0 73" 

/ inf erence="protein 

motif :Prosite:PS0 0599" 

/note="PS00599 Aminotransferases 

class-II pyridoxal-phosphate 

attachment site." 

/gene="tdh" 

/locus-tag="YE0 0 74" 

/gene="tdh" 

/locus-tag="YE0 0 74" 

/codon-start=l 

/transl-table=ll 

/product=" threonine 

3 -dehydrogenase" 

/protein-id="CAL10216 .1" 

/db-xref="GI : 122087435" 

/db-xref="GOA:AUHX8" 

/db-xref="InterPro: IPR002085" 

/db-xref="InterPro: IPR0 0232 8" 

/db-xref="InterPro: IPR004627" 

/db-xref="InterPro: IPR013149" 

/db-xref="InterPro: IPR013154" 

/db-xref="UniProtKB/Swiss-Prot :A1J 

HX8 " 

/ translation="MKALAKLKAEEGIWMTNVPQ 

PELGHNDIMIKIRKTAICGTDVHI 

YNWDEWSQKT I PVPMWGHE YVGE WAI GQEVKG 

FNIGDRVSGEGHITCGHCRNCRGG 

RTHLCRNTVGVGVNRPGSFAEYLVIPAFNAFKIP 

DNISDELAAIFDPFGNAVHTALSF 

DLVGEDVL VS G AGP I G I MAAAVCKHVGARHW I T 

DVNEYRLDLARKMGVTRAVNVNKE 

NLNDVMAELGMTEGFDVGLEMSGAPPAFRALLNS 

MNHGGRIAMLGIPPSDMSIDWNQV 

IFKGLFIKGIYGREMFETWYKMAALIQSGLDLTP 

IITHRFSIDEFQQGFDAMRSGKSG KVILNWD" 

/gene="tdh" 

/locus-tag="YE0 0 74" 

/ inf erence="protein 

motif :PFAM:PF00107" 

/note="Pfam match to entry PF00107 
adh-zinc, Zinc-binding 
dehydrogenase, score 375.2, 
E-value 4.2e-110" 
/gene="tdh" 
/locus-tag="YE0 0 74" 
/inf erence=" protein 
motif :Prosite:PS0 0 059" 
/note="PS00059 Zinc-containing 
alcohol dehydrogenases signature." 
85582 /locus-tag="YE0075" 



complement ( 84557 
) 

complement (84557. .85582 /locus-tag="YE0 0 75 



) 

/inf erence="similar to 
sequence: INSDC:AL6 27280" 
/inf erence="similar to 
sequence : UniProtKB : P3 76 9 1 " 
/note="Similar to Escherichia coli 
hypothetical protein YibQ 
SWALL:YIBQ-ECOLI ( SWALL : P3 76 9 1 ) 
(319 aa) fasta scores: E(): 4e-63, 
63.4 38d in 317 aa, and to 
Salmonella typhi putative exported 
protein STY4089 SWALL : Q8Z2F2 
(EMBL:AL627280) (320 aa) fasta 
scores: E(): 1 . 3e-64, 62 . 46 38d in 
325 aa" 

/ codon-start=l 
/transl-table=ll 
/product="putative exported 
protein" 

/protein-id="CAL10217. 1" 
/db-xref="GI : 122087436" 
/db-xref="InterPro: IPR006837" 
/db-xref="UniProtKB/TrEMBL:AUHX9" 
/ translation="MRYFNTHRLI IVSTLLIANT 
SLAGKLSIVIDDFGYRPQNENKVL 
QMPLP I S VAI LPNAP YAKEMAI KAHNQGRE I L I H 
LPMAPLS K QPLERDTLQPLMSSEE 
IQRII RQAVNNVP YATGMNNHMG S AMT SSLPGMQ 
KVMQVLEHYQLYFLDSVTIGNSQA 
SRAAEGTGVKVIKRKVFLDDSQNEAAIRQQFNRA 
VELARRNGSAIAIGHPHPATIKVL 
QQMLPQLPADIVLVKASALLNEPVHNITGHNNSG 
SGTVSPGKSKPRDPAKGQRLKAIK 
QCNAKAS YAP E K I Y AD KMF 1 1 LGE S LMQSPAVTF 
VQKHWQQYFPPAVPVTPVEKSTIE KPKAENP" 
sig-peptide complement ( 85514 .. 85582 /locus-tag="YE0075" 

) 

/note="Signal peptide predicted 
for YE0075 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.995) 
with cleavage site probability 
0.979 between residues 23 and 24" 
misc-feature complement ( 84800 .. 84823 /locus-tag="YE0075" 
) 

/inf erence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 
gene complement ( 85606 .. 86760 /locus-tag="YE0076" 

) 

CDS complement (85606. .86760 /locus-tag="YE0076" 

) 

/ codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10218 . 1" 
/db-xref="GI : 122087437" 
/db-xref="GOA:AUHY0" 
/db-xref="InterPro: IPR002886" 
/db-xref="InterPro: IPR016047" 
/db-xref="UniProtKB/TrEMBL:AUHYO" 



< User Break- 

=> d 113 5 



/ translation="MKTIQQDIAEKEKSVQQQKQ 

QRSALLDQLKQQENTIAQASRSLR 

ETQGTLTELDKDISSLTASIGKLQTQQSQQQNLL 

SKQLDAAFKQGQHSGLQLILSGEE 

SQRSERILAYFSYLNEARQKSIEELKQTRTDLSA 

EKKTLEQKKNQQKVLLDEQKAQQQ 

KLEEARTARKKTLTSLEVSLEKDQQGLAELKLNE 

SRLRDQIAKAEREAKARAEREAKE 

AARVREQVKAKEQQAKKTGSSYKPSESERSLMAR 
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LOCUS (LOC) : 
GenBank ACC . NO. (GBN) 
GenBank VERSION (VER) 
CAS REGISTRY NO. (RN) 
SEQUENCE LENGTH (SQL) 
MOLECULE TYPE (CI) : 
DIVISION CODE (CI) : 
DATE (DATE) : 
DEFINITION (DEF) : 

KEYWORDS (ST) : 
SOURCE: 
ORGANISM (ORGN) : 



REFERENCE: 

AUTHOR (AU) : 



TITLE (TI) : 

JOURNAL (SO) : 
OTHER SOURCE (OS) : 
REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 
JOURNAL (SO) : 



AM236080 GenBank (R) 

AM 2 36 0 8 0 

AM236080.1 GI:115254414 

906734-09-6 

5057142 

DNA; circular 

Bacteria 

14 Nov 2006 

Rhizobium leguminosarum bv. viciae chromosome complete 
genome, strain 3841. 
complete genome 

Rhizobium leguminosarum bv. viciae 3841 
Rhizobium leguminosarum bv. viciae 3841 
Bacteria; Proteobacteria; Alphaproteobacteria; 
Rhizobiales; Rhizobiaceae; Rhizobium/Agrobacterium 
group; Rhizobium 
1 

Young, J. W.; Crossman, L . C . ; Johnston, A. W . B . ; 

Thomson, N. R. ; Ghazoui , Z . F . ; Hull,K.H.; Wexler,M.; 

Curson, A.R.J. ; Todd, J. D.; Poole, P. S.; Mauchline, T . H . ; 

East, A. K.; Quail, M. A.; Churcher , C . ; Arrowsmith, C . ; 

Cherevach, A. ; Chillingworth, T . ; Clarke, K.; Cronin,A.; 

Davis, P.; Fraser,A.; Hance, Z. ; Hauser,H.; Jagels,K.; 

Moule,S.; Mungall,K.; Norbertczak , H . ; Rabbinowitsch, E . ; 

Sanders, M. ; Simmonds, M. ; Whitehead, S . ; Parkhill,J. 

The genome of Rhizobium leguminosarum has recognizable 

core and accessory components 

Genome Biol., 7, R4-R4 (2006) 

CA 145:307927 

2 (bases 1 to 5057142) 

Crossman, L . C . 

Direct Submission 

Submitted (21-FEB-2006) Crossman L.C., Pathogen 
Sequencing Unit, The Wellcome Trust Sanger Institute, 
Hinxton, Cambridge, Cambridgeshire, CB10 ISA, UNITED 
KINGDOM 



FEATURES (FEAT) : 
Feature Key 



Location 
.5057142 



Qualifier 



/ organism="Rhizobium leguminosaru: 
bv. viciae 3841" 
/mol-type="genomic DNA" 
/strain="3841" 
/db-xref="taxon:216596" 
/country="United Kingdom" 
/note="biovar : viciae 3841" 



gene complement ( join (5056183 /gene="hemE" 

. .5057142, 1. .72) ) 

/locus-tag="RL4 7 42" 
CDS complement ( join (5056183 /gene="hemE" 

. .5057142, 1. .72) ) 

/locus-tag="RL4 7 42" 
/EC-number= "4.1.1.37" 
/inf erence="similar to 
sequence: INSDC : RC16 796 " 
/inf erence="similar to 
sequence: INSDC :SME59 1793" 
/note=" similarity : fast a; 
with=UniProt : DCUP-RHOCA 
(EMBL:RC16796) ; Rhodobacter 
capsulatus (Rhodopseudomonas 
capsulata) . ; hemE; 

Uroporphyrinogen decarboxylase (EC 
4.1.1.37) (URO-D) (UPD) . 
Uroporphyrinogen decarboxylase (EC 
4.1.1.37) (URO-D) (UPD) . ; 
length=344; id 50.621; 322 aa 
overlap; query 1-318; subject 
23-344 similarity : fasta; 
with=UniProt : Q92KV8-RHIME 
(EMBL:SME591793) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PROBABLE 
UROPORPHYRINOGEN DECARBOXYLASE 
PROTEIN (EC 4.1.1.37) . ; 
length=319; id 81.073; 317 aa 
overlap; query 1-317; subject 
1-317; uroporphyrinogen 
decarboxylase" 
/codon-start=l 
/transl-table=ll 
/product= "putative 
uroporphyrinogen decarboxylase" 
/protein-id="CAK10225 . 2" 
/db-xref="GI : 115259114" 
/db-xref="GOA:QlMA15" 
/db-xref="UniProtKB/TrEMBL:QlMA15" 
/ translation="MSDTGRKIMRVLSGESLSPP 
P L WLMRQ AGR Y L P E YRE T RAKAG S 
FLDLCYTPEHAVEVTLQPIRRYGFDAAILFSDIL 
VIPDAMKRNVRFTEGHGPEMDP I D 
EAGIGSLNGEEWDYLRPVLETVRRLREELPAET 
TLLGFCGAPWTVATYMIAGHGTPD 
QAPARLFAYKHARAFEHLLMLLADVSADYLVAQI 
DAGADAVQ I F D S WAG VL GE KE F E A 
FA I RP VARM I A S VK SRRPHARIIAFAKGAGYQLK 
TYRQKTGADAIGLDWSVPLAFAAE 
LQKDGPVQGNLDPMRWAGGRALEEGIDDILQHL 
GNGPLIFNLGHGITPQADPEHVRL 
LVDRVRGGA" 

gene 474.. 1295 /locus-tag="RL0001" 

CDS 474.. 1295 /locus-tag="RL0001" 

/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note=" similarity :blastp; 
with=UniProt : Y0 0 1-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 



meliloti) . ; Hypothetical UPF0085 
protein R00001.; length=2 73; 
E()=0e-120; conserved hypothetical 
protein" 
/ codon-start=l 
/transl-table=ll 
/product="Hypothetical UPF0085 
protein R00001." 
/protein-id="CAK05489 .1" 
/db-xref="GI : 115254415" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNF6 " 
/ translation="MENRTNFFHLHLISDSTGET 
L I S AGRAAS AQFRS AQP IEHVYPL 
IRNRKQLLPVLQAI DDAPG I VL YT I VDRELAS L I 
DERC I EMGVAS VNVLEP VMNAFQ I 
YLGAPSRRRVGAQHVMNAGYFARIEALNFTMDHD 
DGQMPDDYNDADWI IGISRTSKT 
PTSIYLANRGIKTANIPIVYGVPLPESLFVASKP 
LIVCLIATTDRISQVRENRVLGVT 
QGFDREHYTDRAAI SEELKYARSLCARHNWPL I D 
VTRRSIEETAAAIVALRPKLR" 
misc-feature 486.. 1286 /locus-tag="RL0001" 

/inf erence=" protein 
motif :Pfam:PF03618 . 4" 
/note="Pfam match to entry 
PF03618.4 DUF299" 
gene 1329.. 1928 /locus-tag="RL0002" 

CDS 1329.. 1928 /locus-tag="RL0002" 

/inf erence="similar to 
sequence :INSDC:SME59 1782" 
/inf erence="similar to 
sequence : UniProtKB : Q92TF1 " 
/note="similarity : f asta; 
SWALL:Y002-RHIME ( SWALL : Q92TF1 ) ; 
Rhizobium meliloti; maf-like 
protein r 00002; length 199 aa; 19 8 
aa overlap; query 1-198 aa; 
subject 1-198 aa similarity : f asta; 
with=UniProt : Y002-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Maf-like protein 
R00002.; length=199; id 68.687; 
198 aa overlap; query 1-198; 
subject 1-198" 
/codon-start=l 
/transl-table=ll 
/product="putative septum 
formation protein" 
/protein-id="CAK05490 . 1" 
/db-xref="GI : 115254416" 
/ db-xref =" UniProtKB/ TrEMBL : Q1MNF5 " 
/ translation="MTPKLILASSSPFRRMLMEN 
AGL SFEAHAAR I DERAVEAP LENA 
GAKP DAVAL VL ARAKAEE VS SRFPDSLVIGSDQT 
MSLGDSVFHKPTDLADAASHLQAL 
SGVTHRLNSAVAIVSDGWLWEHLAHAQLTMRPL 
TVEF I ARHLARVGERAL S SVGAYQ 
LEGEGIQLFEKIEGDYFTILGLPMLPLLKKLREL 
GAIDG" 

misc-feature 1335.. 1919 /locus-tag="RL0002" 

/ inf erence="protein 



1921. .2778 
1921. .2778 



misc-f eature 



2778 . 
2778 . 



3389 
3389 



motif :Pf am: PF02545 .4" 
/note="Pfam match to entry 
PF02545.4 Maf" 
/locus-tag="RL0 0 03" 
/locus-tag="RL0 0 03" 
/inf erence="similar to 
sequence : INSDC : ECUW6 7 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note="similarity : fasta; 
with=UniProt : AROE-ECOLI 
(EMBL:ECUW6 7) ; Escherichia coli.; 
aroE; Shikimate dehydrogenase (EC 
1.1.1.25).; length=EC 1 ( 272; id 
38.095; 273 aa overlap; query 
14-277; subject 6-266 
similarity : fasta; 
with=UniProt : AROE-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; aroE; Shikimate 
dehydrogenase (EC 1.1.1.2 5).; 
length=EC 1 ( 286; id 75.439; 285 
aa overlap; query 1-285; subject 
1-285" 

/codon-start=l 

/transl-table=ll 

/product="putative shikimate 

dehydrogenase" 

/protein-id="CAK05491 . 1" 

/db-xref="GI: 11525441 7" 

/db-xref ="GOA: Q1MNF4" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNF4 " 

/ trans lation="MGDSRETFGPKAFVTGFP IK 

HSRSPLIHGYWLKTLGLLGSYRAH 

EVTPEAFADF I HSLKDGS SGFTGGNVT IPHKE LA 

FRLADKPDALSQELGASNTLWRED 

GALHATNTDGRGFIANLDERHPGWDRHGTAWFG 

AGGAS RAI I QAVRDRGFKE I HWN 

RT VERARE LAD RF GP RVQ AHP AG AL VE VMKG AG L 

FINTTSLGMDGEPAPQLDFSPLAA 

DAWTDI VYVP LKTP I LAQAEEQGFP I VDGLGML 

LHQAVPGFEKWFGQRPIVDAPLRA 

LIIADMEAH" 

/locus-tag="RL0 0 03" 

/inf erence=" protein 

motif :Pfam:PF01488 .5" 

/note="Pfam match to entry 

PF01488.5 Shikimate-DH" 

/locus-tag="RL0004" 

/locus-tag="RL0004" 

/inf erence="similar to 

sequence : UniProtKB : Q92TE9 " 

/inf erence="similar to 

sequence : UniProtKB : Q9 8DY2 " 

/note="similarity: fasta; 

SWALL:COAE-RHILO ( SWALL : Q9 8DY2 ) ; 

Rhizobium loti; dephospho-coa 

kinase; coaE; length 19 7 aa; 192 

aa overlap; query 1-192 aa; 

subject 1-192 aa similarity : fasta; 

SWALL :COAE-RHIME ( SWALL : Q92TE9 ) ; 



Rhizobium meliloti; dephospho-coa 
kinase; coaE; length 19 4 aa; 192 
aa overlap; query 1-192 aa; 
subject 1-192 aa" 
/ codon-start=l 
/transl-table=ll 

/product=" putative dephospho-CoA 
kinase" 

/protein-id="CAK05492 .1" 

/db-xref="GI : 115254418" 

/ db-xref ="GOA: Q1MNF3 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNF3 " 

/ translation="MLKIGLTGSIGMGKSTAAKL 

F AD AG I P VN D S D AWH D L Y AG E AA 

PLVNAAFPGTMKDGAVDRRELGRQLALDPDGFKC 

LEAIVHPLVRKRETEFLKRQRATG 

ADMVL L D I P L L F E T G AE AR VD VWW S T D P Q I Q R 

QRVLAREGMTEEKFDMILSRQTPD 

AEKRRRADYLIDTSHSIATTRERVFEIVADLKTR 

IAKGDFRNA" 

misc-feature 2781.. 3314 /locus-tag="RL0004" 

/inf erence=" protein 
motif :Pfam:PF01121 . 8" 
/note="Pfam match to entry 
PF01121.8 CoaE" 
gene 3382.. 4104 /locus-tag="RL0005" 

CDS 3382.. 4104 /locus-tag="RL0005" 

/inf erence="similar to 
sequence: INSDC : AL59 1 782 " 
/inf erence="similar to 
sequence : UniProtKB : P 0 3 0 0 7 " 
/note="similarity : f asta; 
SWALL:DP3E-ECOLI ( SWALL : P03 0 0 7 ) ; 
Escherichia coli; DNA polymerase 
iii, epsilon chain; dnaQ; length 
243 aa; 244 aa overlap; query 
2-233 aa; subject 7-241 aa 
similarity : f asta; SWALL : Q92TE8 
(EMBL:AL591782) ; Rhizobium 
meliloti; probable DNA polymerase 
iii, epsilon chain protein; length 
242 aa; 240 aa overlap; query 
1-240 aa; subject 1-234 aa" 
/codon-start=l 
/transl-table=ll 

/product="putative DNA polymerase 
subunit" 

/protein-id="CAK05493 .1" 
/db-xref="GI : 115254419" 
/ db-xref ="GOA: Q1MNF2 " 
/db-xref ="UniProtKB/TrEMBL : Q1MNF2 " 
/ translation="MREI IFDTETTGLDNRADRI 
IEIGGIELFNHFPTGNTIHIFINP 
GDQKVHPDALAVHG I TDEFLKDKQPFAEVAEQ I L 
T F F G D AKW I AH NAT F DMGF I N AE F 
ARIGLPPILPERVLDTLSMARRKHPMGPNSLDAL 
CRRYG I DNSHRTKHGAL L D S E L L A 
EVY I EMI GGRQAALGLGMVGKSNQAARGEMGME D 
DWIAALLERPRPLAPRLSQTEEQ 
AHEALVAKLGEKSVWAKYANLD " 
misc-feature 3388.. 3870 /locus-tag="RL0005" 

/ inf erence="protein 



gene 
CDS 



complement ( 4172 . . 4654) 
complement (4172. .4654) 



mi sc- feature complement (4202. .4654) 



complement ( 4756 . .5271) 
complement ( 4756 . .5271) 



motif : Pf am: PFO 0929 .11" 
/note="Pfam match to entry 
PF00929.il Exonuc-X-T" 
/gene="secB" 
/locus-tag="RL0 0 06" 
/gene="secB" 
/locus-tag="RL0 0 06" 
/inf erence="similar to 
sequence :INSDC:AE0 0 89 75" 
/inf erence="similar to 
sequence : UniProtKB : P15 0 40" 
/note=" similarity : fast a; 
SWALL:SECB-ECOLI ( SWALL : PI 5 0 4 0 ) ; 
Escherichia coli, Escherichia coli 
06, Escherichia coli 0157:H7, and 
Shigella flexneri; protein-export 
protein SecB; secB; length 155 aa; 
151 aa overlap; query 1-151 aa; 
subject 1-145 aa similarity : fasta; 
SWALL:Q8UJC2 (EMBL : AE0 0 8 9 75 ) ; 
Agrobacterium tumefaciens; 
protein-export protein; secB; 
length 160 aa; 160 aa overlap; 
query 1-160 aa; subject 1-160 aa" 
/codon-start=l 
/transl-table=ll 

/product="putative SecB protein 
export protein" 
/protein-id="CAK0549 4. 1" 
/db-xref="GI : 115254420" 
/ db-xref ="GOA: Q1MNF1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNF1 " 
/ translation="MADDNNSNGAANPTLSILAQ 
YTKDLSFENPGAPRSLQARDKAPT 
ININVNVNANPLSDTDFDWLSLNAEAKDGDKTV 
FHAELTYGGVFRVAGFPQEHMLPV 
LF I ECPRMLFPFARC 1 1 1 ADVTRNGGFPPLMI DP I 
DFTQMF. PIT 
/gene="secB" 
/locus-tag="RL0 0 06" 
/inf erence=" protein 
motif :Pf am: PFO 2 556 .4" 
/note="Pfam match to entry 
PF02556.4 SecB" 
/locus-tag="RL0007" 
/locus-tag="RL0007" 
/inf erence="similar to 
sequence: INSDC : AE0 0 79 43 " 
/inf erence="similar to 
sequence : INSDC : ECUW93 " 
/note="similarity: fasta; 
with=UniProt : FXSA-ECOLI 
(EMBL:ECUW93) ; Escherichia coli.; 
fxsA; FxsA protein (Suppressor of 
F exclusion of phage T7).; 
length=158; id 36.364; 132 aa 
overlap; query 4-132; subject 
1-129 similarity : fasta; 
with=UniProt : Q8UJC1 
(EMBL:AE007943) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; fxsA; Hypothetical 



mi sc- feature complement (4879. .5244) 



misc-f eature 



complement ( join ( 4957 . . 
025,5116. .5184, 
5194. .5253) ) 



5394. 
5394. 



6098 
6098 



misc-feature 5646.. 6086 



protein fxsA (AGR-C-llp) . ; 
length=178; id 48.521; 169 aa 
overlap; query 4-167; subject 
1-169" 

/ codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 

FxsA-family protein" 

/protein-id="CAK05495. 1" 

/db-xref="GI : 115254421" 

/ db-xref ="GOA: Q1MNF0 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNF0 " 

/ translation="MTDMRFSILPAFILLLPFAE 

IAGFVWGQAIGLWLTLVLVMLGF 

VLGWLLRRQGIGILRRMSSEGRNGVMPGRDLLR 

PAMNVIASLLL I IPGFLTDI IAIL 

ILIPPVRDLVWRAIAKRFVWNAKGGSSSGPQPD 

FRDRKPNSKWDLEEEDYHREPDR 

NSPWSGRHLGD " 

/locus-tag="RL0007" 

/ inf erence="protein 

motif :Pfam:PF0 4186.2" 

/note="Pfam match to entry 

PF04186.2 FxsA" 

/locus-tag="RL0007" 



/inf erence= "protein 

motif : TMHMM : 2.0" 

/note="3 probable transmembrane 

helices predicted at aa 7-26, 

30-52 and 83-105" 

/locus-tag="RL0008" 

/locus-tag="RL0008" 

/inf erence="similar to 

sequence: INSDC:AL59 1782" 

/note=" similarity : fast a; 

SWALL:Q92TE6 (EMBL : AL59 1 782 ) ; 

Rhizobium meliloti; putative 

translocase transmembrane protein; 

length 233 aa; 234 aa overlap; 

query 1-233 aa; subject 1-233 aa" 

/ codon-start=l 

/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05496 .1" 

/db-xref="GI : 115254422" 

/db-xref ="GOA: Q1MNE9 " 

/db-xref ="UniProtKB/TrEMBL : Q1MNE9 " 

/ translation="MSSNDFITLFFLVAAVLIFF 

QLRSVLGRRTGNEKPPRDLYTPRD 

AAPAEAADAGKWTLPRRDATTEDEDRFAAIDAF 

AAPGTPLNESLRALNKADPAFSPK 

EFLNGARMAYEMIVMAYADGDRKTLKNLLSREVY 

DGFDAAIGEREARGEKVKSTFVGI 

DKAEITHAETKGSEAQITVRIASQLISATYDKAD 

VLIEGDAENVAEVNDVWTFARDTR 

SRDPNWKLVATESEHE" 

/locus-tag="RL0008" 

/inf erence= "protein 

motif :Pfam:PF04280 . 4" 



gene 
CDS 



6091. .7209 
6091. .7209 



6310. .6936 



misc-feature 6946.. 7179 



7209. .7775 
7209 . . 7775 



/note="Pfam match to entry 
PF04280.4 Tim44" 
/gene="mltA" 
/locus-tag="RL0 0 09" 
/gene="mltA" 
/locus-tag="RL0 0 09" 
/inf erence="similar to 
sequence: INSDC:AL59 1782" 
/inf erence="similar to 
sequence : UniProtKB : P46 8 85" 
/note="similarity : fasta; 
SWALL :MLTA-ECOLI ( SWALL : P46 8 8 5 ) ; 
Escherichia coli, and Escherichia 
coli 0157 :H7; membrane-bound lytic 
murein transglycosylase a 
precursor; mltA; length 365 aa; 
282 aa overlap; query 92-369 aa; 
subject 112-360 aa 
similarity : fasta; SWALL : Q92TE5 
(EMBL:AL591782) ; Rhizobium 
meliloti; putative lytic murein 
transglycosylase a protein; length 
372 aa; 365 aa overlap; query 
8-371 aa; subject 3-365 aa" 
/codon-start=l 
/transl-table=ll 

/product= "putative membrane-bound 
lytic murein transglycosylase a 
precursor" 

/protein-id="CAK05497. 1" 

/db-xref="GI: 115254423" 

/db-xref ="GOA: Q1MNE8 " 

/ db-xref =" UniProtKB /TrEMBL : Q1MNE8 " 

/ trans lation= "MS DHASDFVLQAISFDTLEG 

WKDDDPSGLFEVMRSCRRQITDVK 

PYRTGSLGLSSEDLLPLLAAAEDFTPSSPASARA 

FFETHCRPFL I I • 

YEPDIDVSERPDEIFRFPFYRRPDDLIDLDDANR 

PAGLDKAYAFGRLHEGHVTAYPDR 

RAIDQGFLEGRGLEIAWAKSKVDVFFVHVQGAAR 

LRYQDGRIGRITYAAKAGHAFSAI 

GKLL IERGE I DRAE I SMQAI RAWLARNPERVDEV 

LWHNRSYIFFRDAPVADPQAGPIA 

AAKVPLLAGRSLAVDRTIHTFGFPFFIRAESLTH 

LDQGRPFRRLMLALDTGSAIVGPA 

RGDIFTGSGDIAGESAGTVRNQADFVILIPNAAA 

GRFD" 

/ gene="mltA" 
/locus-tag="RL0 0 09" 
/ inf erence="protein 
motif :Pfam:PF03562 .4" 
/note="Pfam match to entry 
PF03562.4 MltA" 
/gene="mltA" 
/locus-tag="RL0 0 09" 
/inf erence=" protein 
motif :Pfam:PF06 72 5. 1" 
/note="Pfam match to entry 
PF06725.1 3D" 
/locus-tag="RL0010" 
/locus-tag="RL0010" 
/inf erence="similar to 



sequence: INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt :Q92KV6 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02784.; length=188; id 62.766; 
188 aa overlap; query 1-185; 
subject 1-185" 
/ codon-start=l 
/transl-table=ll 
/product="putative Smr domain 
protein" 

/protein-id="CAK05498 . 1" 

/db-xref="GI : 115254424" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNE7 " 

/ translation="MARDRKLSADERILWGKVAR 

S TRPMPGKAGAL TE L DAF L AE AE A 

AAEREQEKRTPATPTPLQPTAPSMAKPSAGVHHP 

LEKPVKRKIAKGRLALEARIDLHG 

LVQSEAHT ILLDFLI RAHERSMRHVLVI TGKG S S 

MG S DGAL KRAVPLWF SKPEFRYLI 

SSYESAAQHHGGEGALYIRLSRRHGERP " 

/locus-tag="RL0010" 

/ infer ence= "protein 

motif :Pfam:PF01713 .8" 

/note="Pfam match to entry 

PF01713.8 Smr" 

/locus-tag="RL0011" 

/locus-tag="RL0011" 

/inf erence="similar to 

sequence: INSDC:AE0089 75" 

/note="similarity : fasta; 

SWALL:Q8UJB7 (EMBL : AEO 0 8 9 75 ) ; 

Agrobacterium tumefaciens; 

transcriptional regulator; length 

121 aa; 121 aa overlap; query 

1-121 aa; subject 1-121 aa" 

/codon-start=l 

/transl-table=ll 

/product=" putative transcriptional 
regulator" 

/protein-id="CAK05499 .1" 

/db-xref="GI : 115254425" 

/db-xref ="GOA: Q1MNE6 " 

/db-xref ="UniProtKB/TrEMBL : Q1MNE6 " 

/ translation="MTPFGEAVRRLRARKGVSQK 

EMAEALNVSPAYLSALEHGKRGLP 

TFDLLQRIAGYFNI IWDEAEELFLLARSSDPRW 

IDTSGLPPEYTEFANRLARRIRNL 

DSAEIGRLSALLENGGKGDGKAS " 

/locus-tag="RL0011" 

/ inf erence="protein 

motif :Pfam:PF01381 .9" 

/note="Pfam match to entry 

PF01381.9 HTH-3 " 

/gene="gyrB" 

/locus-tag="RL0 012" 

/gene="gyrB" 

/locus-tag="RL0 012" 

/inf erence="similar to 

sequence: INSDC : AEO 0 79 43 " 



misc-feature 8405.. 8839 



misc-feature 8981.. 9493 



/inf erence="similar to 
sequence: INSDC : CEK132C8R" 
/note="similarity : fasta; 
with=UniProt : GYRB-ECOLI 
(EMBL:CEK132C8R) ; Shigella 
flexneri.; gyrB; DNA gyrase 
subunit B (EC 5.99.1.3).; 
length=EC 5.99.1 ( 803; id 58.612; 
807 aa overlap; query 12-811; 
subject 1-803 similarity : fasta; 
with=UniProt : Q8UJB6 
(EMBL:AE007943) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; gyrB; DNA gyrase subunit 
B (AGR-C-19p) . ; length=AGR-C-19p; 
id 86.19 0; 811 aa overlap; query 
1-811; subject 6-816" 
/codon-start=l 
/transl-table=ll 
/product="putative DNA gyrase 
subunit B" 

/protein-id="CAK05500 . 1" 

/db-xref ="GI : 115254426" 

/ db-xref ="GOA: Q1MNE5 " 

/db-xref ="UniProtKB/TrEMBL : Q1MNE5 " 

/ translation="MSDTSATENGVSTEYGADSI 

KVLKGLDAVRKRPGMYIGDTDDGS 

GLHHMVYEWDNAI DEAL AGHAD I VT VT LNP DG S 

VTVTDNGRGIPTDIHTGEGVSAAE 

VIMTQLHAGGKFDQNSYKVSGGLHGVGVSWNAL 

SVWLKLKIRRHDKIHEMSFTHGVA 

DAPLKVTGDAPNETGTEVSFMPSTDTFTMTEFDY 

GTLEHRLRELAFLNSGVRILLTDK 

RHSDIKQEELRYDGGLEAFVAYLDRAKKSLVDKP 

VAIHGEKDGITVEVAMWWNDSYHE 

NVLCFTNNIPQRDGGTHMAGFRAALTRQWSYAD 

SSGITKREKYTLQGEDCREGLTAV 

LSVKVPDPKFSSQTKDKLVSSEVRPWESLVNEA 

LNTWFEEHPSEAKILVGKWEAAA 

AREAARKARELTRRKGALDIASLPGKLADCSERD 

PTKSEVFLVEGDSAGGSAKQGRSR 

ENQAILPLRGKILNVERARFDKMLSSQEIGTLIT 

ALGTGIGKDEFNVEKLRYHKI I IM 

TDADVDGAHIRTLLLTFFFRQMPQLIERGHLYIA 

QPPLYKVSRGKSVQYLKDEKALEE 

YLISQGLEDASLRLGSGEVRAGQDLREVILDALR 

MRALLDNLHSRYNRSAVEQAAIAG 

ALNAELASDPARALALANEVAGRLDI IAEETERG 

WRGDVTTDGGLRLERMVRGVRELV 

VLDMALIGSSDARHIDQLTARLKEIYQTPPSLHR 

REGDIEISGPRALLDAIFASGRKG 

LTMQRYKGLGEMNAEQLWETTLDPNVRSLLQVRV 

NDATDADGLFARLMGDEVEPRREF 

IQDNALSVANLDI " 

/gene="gyrB" 

/locus-tag="RL0 012" 

/ inf erence="protein 

motif :Pf am:PF02518 . 9" 

/note="Pfam match to entry 

PF02518.9 HATPase-c" 

/gene="gyrB" 

/locus-tag="RL0 012" 



/inf erence=" protein 
motif :Pfam:PF00204.9" 
/note="Pfam match to entry 
PF00204.9 DNA-gyraseB" 

misc-feature 9662.. 9910 /gene="gyrB" 

/locus-tag="RL0 012" 
/inf erence=" protein 
motif :Pfam:PF0 1751 .7" 
/note="Pfam match to entry 
PF01751.7 Toprim" 

misc-feature 10487.. 10684 /gene="gyrB" 

/locus-tag="RL0 012" 
/ inf erence="protein 
motif :Pfam:PF0 09 86 .8" 
/note="Pfam match to entry 
PF00986.8 DNA-gyraseB-C" 

gene complement ( 10828 .. 11427 /locus-tag="RL0013" 

) 

CDS complement ( 10828 .. 11427 /locus-tag="RL0013" 

) 

/inf erence="similar to 
sequence: INSDC:AE0 0 79 44" 
/note=" similarity: fast a; 
with=UniProt : Q8UJB5 
(EMBL:AE007944) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; NAD (P) H-f lavin 
oxidoreductase (AGR-C-21p) . ; 
length=P; id 6 0.204; 196 aa 
overlap; query 1-196; subject 
1-195" 

/codon-start=l 
/transl-table=ll 

/product="putative oxidoreductase" 

/protein-id="CAK05501 . 1" 

/db-xref="GI : 11525442 7" 

/ db-xref ="GOA: Q1MNE4 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNE4 " 

/ translation="MTKSNHRESDYPIDPMFLDR 

WSPRAFTGEI IEEAQLLGLLDAAH 

WAPSSANHQPWRFIYGLKGSEHWEIFVALLNDSN 

QEWARNASAL I FWSRAFTGAAGS 

TEEKPSYTHSFDAGAAWGHLAIQARLSGLYAHGM 

GGIKHEEIRQAFAIPEGYRVEAGV 

AIGRLADKSVLSERNQAREFPSQRKPLSEVAFNG 

RF VAN " 

misc-feature complement ( 10936 .. 11379 /locus-tag="RL0013" 
) 

/ inf erence="protein 
motif :Pfam:PF00881 . 10" 
/note="Pfam match to entry 
PF00881.10 Nitroreductase" 
gene complement ( 11473 .. 11769 /locus-tag="RL0014" 

) 

CDS complement ( 11473 .. 11769 /locus-tag="RL0014" 

) 

/inf erence="similar to 
sequence: INSDC:AP0 0299 4" 
/note=" similarity : fast a; 
SWALL:Q98NF3 (EMBL : AP0 02 99 4 ) ; 
Rhizobium loti; msl0164 protein; 
length 97 aa; 92 aa overlap; query 



11922 . . 12887 
11922. .12887 



misc-feature 12531.. 12767 



13031. .13873 
13031. .13873 



5-96 aa; subject 1-92 aa" 

/codon-start=l 

/transl-table=ll 

/product=" con served hypothetical 
protein" 

/protein-id="CAK05502 .1" 

/db-xref="GI : 115254428" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNE3 " 

/ translation="MEFEMHLSKAWRTEHASRY 

LQQLCKHWSHKFSVDFDPLKGRVP 

FSETAEVTFAADDAALTMTLSVADSSQQERMQHV 

IDDHLKRFAFREELDIVWTN" 

/locus-tag="RL0 015" 

/locus-tag="RL0 015" 

/inf erence="similar to 

sequence: INSDC: SSD917" 

/ not e=" similarity : fast a; 

with=UniProt:P74752 (EMBL : SSD9 1 7 ) ; 

Synechocystis sp. (strain PCC 

6803).; Slr0605 protein.; 

length=319; id 56.013; 316 aa 

overlap; query 1-315; subject 

1-314" 

/codon-start=l 
/transl-table=ll 
/product= "putative 
glutathione-S-transf erase" 
/protein-id="CAK05503 .1" 
/db-xref="GI : 115254429" 
/ db-xref ="GOA: Q1MNE2 " 
/db-xref ="UniProtKB/TrEMBL : Q1MNE2 " 
/ trans lation="MRMLVNGKWTEDWQPVQAKD 
EKGGFVRQTSSFRNWVTPDGSAGP 
T G E AG F AA S AG R Y H L Y VA Y I C P WA SRTLIGRKLK 
GLEDIISVSWEPLLGKQGWRFGD 
YPGATEDHVNGVTYMHEIYTRAAPDFTGRATVPI 
LWDKQKTTIVNNESADILRMLNSG 
FGGLAKNPIDLYPAVRCTEIEAFNDRIYPDLNNG 
VYRAGF AT T Q I AYE E AF AD VF AC L 
DWVEQQFEGRTFLFADHPTESDIRLFVTLVRFDV 
AYHGIFKCNLRRLSDYANLRAFCR 
RMLDWPGIGETVNLDHIKRGYYSIESLNPTKI IP 
SGPDLAEIFRA" 
/locus-tag="RL0 015" 
/inf erence=" protein 
motif :Pfam:PF00043 .11" 
/note="Pfam match to entry 
PF00043.il GST-C" 
/locus-tag="RL0 016" 
/locus-tag="RL0 016" 
/inf erence="similar to 
sequence: INSDC :AE0 079 44" 
/inf erence="similar to 
sequence: INSDC :AF1693 02" 
/note="similarity : fasta; 
with=UniProt : Q8VUC7 
(EMBL:AF169302) ; Burkholderia 
cepacia (Pseudomonas cepacia) . ; 
DntG.; length=281; id 38.267; 277 
aa overlap; query 5-279; subject 
13-279 similarity: fasta; 
with=UniProt : Q8UJB4 



(EMBL:AE007944) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970) . ; hpcE; 

2-hydroxyhepta-2 , 4-diene-l, 7-dioat 
e isomerase (AGR-C-22p) . ; 
length=280; id 87.097; 279 aa 
overlap; query 1-2 79; subject 
1-279" 

/codon-start=l 
/transl-table=ll 

/product="putative FAA hydrolase 
family protein" 
/protein-id="CAK05504 . 1" 
/db-xref="GI : 115254430" 
/ db-xref ="GOA: Q1MNE1 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNE1 " 
/translation=" MKLMRVGE AG SEKPALLDAD 
GKIRDLSGHVADIGGEAIGPAGLA 
KIAAIDPKSLPELVPGRIGACVAGTGKFICIGLN 
YSDHAAETGATVPPEPI IFMKATS 
AIVGPNDNVI IPRGSEKTDWEVELGWIGKTAKY 
VT E AE AL D Y VAG YCVSNDVSE RAF 
QTERSGQWTKGKSCDTFGPIGPWLVTKDEIPEPQ 

nLGii:x±niG':iii':iiG;:.;:j:Tii"YG 

VAFLVSYLSQFMSLHPGDVISTGTPPGVGMGLKP 
PRYLKSGDWELGIEGLGTQKQTF VADR" 
misc-feature 13286.. 13783 /locus-tag="RL0016" 

/ infer ence= "protein 
motif :Pfam:PF01557. 8" 
/note="Pfam match to entry 
PF01557.8 FAA-hydrolase" 
gene 14079.. 15356 /locus-tag="RL0017" 

CDS 14079.. 15356 /locus-tag="RL0017" 

/inf erence="similar to 
sequence: INSDC:AF474374" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : f asta; 
with=UniProt :Q71KW6 

(EMBL:AF474374) ; Azospirillum 
brasilense . ; phaZ; PHB 
depolymerase . ; length=603; id 
57.471; 348 aa overlap; query 
61-406; subject 257-602 
similarity : f asta; 
with=UniProt :Q92TD3 

(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti).; Hypothetical protein 
SMc02770.; length=424; id 76.000; 
425 aa overlap; query 1-424; 
subject 1-423 Codons 60 to the 
C-terminus are similar to codons 
255 to the C-terminus of 
Azospirillum brasilense PHB 
depolymerase phaZ UniProt : Q92TD3 

(EMBL:SME591782) (603 aa) , and 
entire protein is similar to 
Rhizobium meliloti (Sinorhizobium 
meliloti) Hypothetical protein 
SMc02770 UniProt:Q92TD3 

(EMBL:SME591782) (424 aa) " 



misc-feature 14694.. 15299 



gene 15502.. 15936 

CDS 15502. .15936 



misc-feature 15544.. 15612 



gene 16044. .16802 

CDS 16044. .16802 



/codon-start=l 

/transl-table=ll 

/product="putative PHB 

depolymerase" 

/protein-id="CAK05505. 1" 

/db-xref="GI : 115254431" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNE0 " 

/ translation="MFYQLYELNHAAMAPFRAAA 

DIMRFAYANPLNPFSHTPFGRTMA 

ASLEMFERTTRRYGKPEFGLKQTTIGDKTVSVRE 

EWWSRPFCNLLHFARNAPAARGN 

DPRILIVAPMSGHYATLLRGTVEALLPSADIYIT 

DWIDARMVPMTEGTFDFDDYIDYV 

IEMLHFLGHDTHWAVCQPSVPVLAAAAVMEEAR 

DPLSPASMTLMGGPIDTRINPTAV 

NKLAQERSLQWFSDNVIMNVPWPQPGFVRPVYPG 

FLQLSGFMSMNLDRHLVAHKEFFM 

HLVKNDGEPERHRDFYDEYLAVMDLTAEFYLQTV 

EEVFIKHSLPKGELMHRGKRVDPT 

AIRNVALLTVEGENDDISGVGQTMAAQTICVNIP 

EDMRMHYLQPDVGHYGVFNGSRFR 

REIAPRIIDFVRQHSRSAVKPQIPRVIKGGRTG" 

/locus-tag="RL0017" 

/ infer ence= "protein 

motif :Pfam:PF06 850 .1" 

/note="Pfam match to entry 

PF06850.1 PHB-depo-C" 

/locus-tag="RL0018" 

/locus-tag="RL0018" 

/inf erence="similar to 

sequence :INSDC:AL59 1782" 

/note="similarity : f asta; 

SWALL:Q92TD2 (EMBL : AL59 1 782 ) ; 

Rhizobium meliloti; conserved 

hypothetical transmembrane 

protein; length 141 aa; 143 aa 

overlap; query 1-143 aa; subject 

1-140 aa" 

/ codon-start=l 

/transl-table=ll 

/product=" putative transmembrane 
protein" 

/protein-id="CAK05506 .1" 

/db-xref="GI : 115254432" 

/db-xref ="GOA: Q1MND9 " 

/db-xref ="UniProtKB/TrEMBL : Q1MND9 " 

/ translation="MNQSALLRPDWTPATIALMI 

LGFMVFWPLGLAMLAYI IFGDRLR 

GFKRDVNEATDGFFASCRRPHGRHRPHFSTGNVA 

FDDWRKAELDRMEEERRKLDEMRE 

EFDSYLRELRRAKDQEEFDRFMRDRRNAKRDDNG 

PVAEYQTP" 

/locus-tag="RL0018" 

/ inf erence="protein 

motif :TMHMM:2 . 0" 

/note="l probable transmembrane 

helix predicted at aa 15-37" 

/locus-tag="RL0 019" 

/locus-tag="RL0 019" 

/inf erence="similar to 

sequence: INSDC:HS36 0250" 

/note="similarity : f asta; 



with=UniProt : Q8UJB2 
(EMBL:HS360250) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; Hypothetical protein 
Atu0016 (AGR-C-25p) . ; length=AGR-C 
( 255; id 68.482; 257 aa overlap; 
query 1-252; subject 1-255" 
/ codon-start=l 
/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAK05507. 1" 

/db-xref="GI: 115254433" 

/ db-xref ="UniProtKB/TrEMBL : Q1MND8 " 

/ translation="MFSLLKTRSKARKPAPPEMR 

TLDVAGRLMPLTIKQHDRATRITL 

RIEPGGRALKMTVPKGLAAREVNAFLDRHQGWLL 

TKLAKFSTDTGLRDGGEILLRGVS 

HRIQHSGSLRGLTEAVSIDGRPVLRVSGMPEHVG 

RRIAAFLKKEARADLARLATMHAA 

TIRAPIRSISMKDTRSRWGSCSSEGNLSFSWRIV 

MAPPSVIDYLAAHEVAHLKEMNHG 

PHFWALCRKLCPGMEEAKSWLKRHGSQLHAIDFD 

misc-feature 16131.. 16778 /locus-tag="RL0019" 

/ inf erence="protein 
motif :Pfam:PF01863.6" 
/note="Pfam match to entry 
PF01863.6 DUF45 " 
gene 16969.. 17637 /locus-tag="RL0020" 

CDS 16969.. 17637 /locus-tag="RL0020" 

/inf erence="similar to 

sequence : UniProtKB : Q8UJB1 " 

/inf erence="similar to 

sequence : UniProtKB : Q9X4E3 " 

/note="similarity : f asta; 

SWALL : TRPF-RHOSH ( SWALL : Q9X4E3 ) ; 

Rhodobacter sphaeroides ; 

n- ( b ' -phosphoribosyl ) anthranilate; 

trpF; length 212 aa; 2 06 aa 

overlap; query 5-209 aa; subject 

6-210 aa similarity : f asta; 

SWALL : TRPF-AGRT5 ( SWALL : Q8UJB1 ) ; 

Agrobacterium tumefaciens; 

n- (5 ' -phosphoribosyl) anthranilate; 

trpF; length 22 0 aa; 210 aa 

overlap; query 1-210 aa; subject 

1-210 aa" 

/codon-start=l 

/transl-table=ll 

/product= "putative 

N- (5 ' -phosphoribosyl) anthranilate" 

/protein-id="CAK05508 . 1" 

/db-xref="GI : 115254434" 

/ db-xref ="GOA: Q1MND7 " 

/ db-xref =" UniProtKB/ TrEMBL : Q1MND7 " 

/ translation="MRPDIKICGLKTPEAVDRAL 

KRGATHIGFIFFEKSPRYIEPDLA 

AKLAEPARGKAKIVAVWDPTNDELDEIVSLLKP 

DMLQLHGNESPEHVLTIKALYGLP 

VMKVF S VRT AD DLKRVE AY IGIADRFLF DAKAP K 

GSELPGGNGISFDWSLLSWLDGSV 



DYMLSGGLNKDNVAEALFVTKAPGIDVSSGVETA 
P G VK S VAK I D E F F DAVE K AN AP MM ASGS" 

misc-feature 16981.. 17595 /locus-tag="RL0020" 

/inf erence=" protein 
motif :Pfam:PF00697. 10" 
/note="Pfam match to entry 
PF00697.10 PRAI" 

gene 17640.. 18860 /gene="trpB" 

/locus-tag="RL0 021" 

CDS 17640.. 18860 /gene="trpB" 

/locus-tag="RL0 021" 

/EC-number = " 4.2.1.20" 

/inf erence="similar to 

sequence :UniProtKB:P56929" 

/inf erence="similar to 

sequence : UniProtKB : Q9X4E5 " 

/ not e=" similarity : fast a; 

SWALL : TRPB-RHOSH ( SWALL : Q9X4E5 ) ; 

Rhodobacter sphaeroides; 

tryptophan synthase beta chain; 

trpB; length 409 aa; 401 aa 

overlap; query 8-406 aa; subject 

7-407 aa similarity : fasta; 

SWALL : TRPB-RHIET ( SWALL : P56 9 2 9 ) ; 

Rhizobium etli; tryptophan 

synthase beta chain; trpB; length 

406 aa; 406 aa overlap; query 

1-406 aa; subject 1-406 aa" 

/codon-start=l 

/transl-table=ll 

/product="putative tryptophan 

synthase beta chain" 

/protein-id="CAK05509 .1" 

/db-xref="GI : 115254435" 

/ db-xref ="GOA: Q1MND6 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MND6 " 

/ translation="MNETPKPNSFRSGPDEDGRF 

GIYGGRFVAETLMPLILDLQDEWN 

RAKNDPAFQAELKHLGAHYIGRPSPLYFAERLTA 

ELGGAKIYFKREELNHTGSHKINN 

CIGQILLAKRMGKTRI IAETGAGQHGVASATVAA 

RFGLPCWYMGATDVERQAPNVFR 

MKLLGAEVKPVTAGSGTLKDAMNEALRDWVTNVE 

DTYYLIGTAAGPHPYPEMVRDFQS 

VIGIEAKEQMLAAEGRLPDLVIAAVGGGSNAIGI 

FHPFLDDPSVKIVGVEAGGKGLQG 

DEHCASITAGSPGVLHGNRTYLLQDSDGQIKEGH 

SISAGLDYPGIGPEHSWLNDTGRV 

DYVPIMDHEALEAFQTLTRLEGI IPALEPSHAIA 

EVIKRAPTMGKDEI ILMNLSGRGD 

KDIFTVGKILGMGL" 

misc-feature 17820 .. 18809 /gene="trpB" 

/locus-tag="RL0 021" 
/inf erence=" protein 
motif :Pfam:PF0 0291 . 10" 
/note="Pfam match to entry 
PF00291.10 PALP" 

gene 18864.. 19703 /gene="trpA" 

/locus-tag="RL0 022" 

CDS 18864.. 19703 /gene="trpA" 

/locus-tag="RL0 022" 
/inf erence="similar to 



sequence: INSDC:AEO 0 79 44" 
/inf erence="similar to 
sequence: INSDC:AF1 0 709 4" 
/note=" similarity : fast a; 
with=UniProt : TRPA-RHOSH 
(EMBL:AF107094) ; Rhodobacter 
sphaeroides (Rhodopseudomonas 
sphaeroides ) . ; trpA; Tryptophan 
synthase alpha chain (EC 
4.2.1.20).; length=263; id 62.214; 
262 aa overlap; query 4-265; 
subject 3-259 similarity : fasta; 
with=UniProt : TRPA-AGRT5 
(EMBL:AE007944) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; trpA; Tryptophan synthase 
alpha chain (EC 4.2.1.20).; 
length=279; id 84.229; 279 aa 
overlap; query 1-279; subject 
1-279; putative tryptophan 
synthase, alpha subunit" 
/codon-start=l 
/transl-table=ll 
/product="Tryptophan synthase 
alpha chain." 
/protein-id="CAK05510 . 1" 
/db-xref="GI: 115254436" 
/db-xref ="GOA: Q1MND5 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MND5 " 
/ trans lation="MTARMDKRFAELKAEGRPAL 
VTYFMGGDPDYDTSLGIMKALPEA 
GSDIIELGMPFSDPMADGPAIQLAGQRALKGGQT 
LKKTLQLAADFRKTNDATP IVMMG 
YYNPIYIYGVEKFLDDALLAGIDGLIWDLPPEM 
DDELCIPAIRKGINFIRLATPTTD 
EKRLPKVLKNTSGFVYYVSMNGITGSALPDPSLV 
SGAVEF 

EHAKVIGGSADGVWGTAIVNQVATSLTHDGKAT 
ADTVQAVATLVRGLSTGTRSARLV AAE " 
misc-feature 18888.. 19676 /gene="trpA" 

/locus-tag="RL0 022" 
/ inf erence="protein 
motif :Pfam:PF00290 .9" 
/note="Pfam match to entry 
PF00290.9 Trp-syntA" 
gene 19845.. 20750 /locus-tag="RL0023" 

CDS 19845.. 20750 /locus-tag="RL0023" 

/inf erence="similar to 
sequence :INSDC:HS02 82 44" 
/inf erence="similar to 
sequence: INSDC:SME59 1782" 
/note="similarity : fasta; 
with=UniProt : ACCD-ECOLI 
(EMBL:HS028244) ; Escherichia coli 
0157:H7.; accD; Acetyl-coenzyme A 
carboxylase carboxyl transferase 
subunit beta (EC 6.4.1.2) (ACCase 
beta chain).; length=304; id 
46.831; 284 aa overlap; query 
1-283; subject 1-281 
similarity: fasta; 
with=UniProt :Q92TC7 



misc-feature 20172.. 20372 

gene 20778. .22130 

CDS 20778. .22130 



(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; PROBABLE 
ACETYL-COENZYME A CARBOXYLASE 
CARBOXYL TRANSFERASE SUBUNIT BETA 
PROTEIN (EC 6.4.1.2).; length=304; 
id 85.526; 304 aa overlap; query 

1- 301; subject 1-304; putative 
acetyl-coenzyme A carboxylase 
carboxyl transferase subunit" 

/ codon-start=l 
/transl-table=ll 
/product="Acetyl-coenzyme A 
carboxylase carboxyl transferase 
subunit beta (ACCase beta chain)." 
/protein-id="CAK05511 . 1" 
/db-xref="GI : 115254437" 
/ db-xref ="GOA: Q1MND4 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MND4 " 
/ translation="MNWITNYVRPRINSMLGRRE 
VPENLWIKCPETGEMVFHKDLEGN 
KWVIPASGYHMKMPAKARLADLFDNGEFESLPQP 
KVAQDPLKFRDSKKYSDRLRDSRL 
KTEQEDTILAGVGKVQGLKLVAWHEFNFIGGSL 
GMAAGE AI VKAF E RAT AE KC P L VM 
FPASGGARMQE G I L S LMQLPRT TVAVDML KE S GQ 
PYIWLTNPTTGGVTASYAMLGDI 
HLAEPGAEIGFAGKRVIEQTLREKLPEGFQTAEY 
LLEHGMVDMWKRHDIPETLARLL 
KILTKKPVSAANDMNGGAIALAASA" 
/locus-tag="RL0 023" 
/ inf erence="protein 
motif :Pfam:PF0 1039 .9" 
/note="Pfam match to entry 
PF01039.9 Carboxyl-trans" 
/gene="f olC" 
/locus-tag="RL0 02 4" 
/gene="f olC" 
/locus-tag="RL0 02 4" 
/inf erence="similar to 
sequence: INSDC : ECD862 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note=" similarity : fast a; 
with=UniProt : FOLC-ECOLI 
(EMBL : ECD86 2 ) ; Escherichia coli.; 
folC; FolC bifunctional protein 
[Includes: Folylpolyglutamate 
synthase (EC 6.3.2.17) 
(Folylpoly-gamma-glutamate 
synthetase) (FPGS); Dihydrof olate 
synthase (EC 6.3.2.12)].; 
length=422; id 31.757; 444 aa 
overlap; query 1-442; subject 

2- 411 similarity : fasta; 
with=UniProt :Q92TC6 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; PROBABLE FOLC 
BIFUNCTIONAL PROTEIN INCLUDES: 
FOLYLPOLYGLUTAMATE SYNTHASE AND 
DIHYDROFOLATE SYNTHASE (EC 



6.3.2.17) (EC 6.3.2.12) .; 
length=447; id 75.901; 444 aa 
overlap; query 7-450; subject 
4-447" 

/ codon-start=l 
/transl-table=ll 
/product="putative FolC 
bifunctional protein [Includes: 
Folylpolyglutamate synthase (EC 
6.3.2.17) 

(Folylpoly-gamma-glutamate 
synthetase) (FPGS); Dihydrof olate 
synthase] . " 

/protein-id="CAK05512 .1" 

/db-xref="GI : 115254438" 

/ db-xref ="GOA: Q1MND3 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MND3 " 

/ translation="MIPRGQTAVSEAAQEIDKLM 

GLHPKGFDLSLDRITRLLDVLGNP 

HRKLPPVIHVAGTNGKGSVTAFCRALLEAGGYSA 

HVHTSPHLVNWHERYRIGVKGGRG 

QLVDDAVFAEAVRRVADANAGQH I TVFE I LTAVT 

FILFSEHPADAAI IEVGLGGRFDA 

TNVISDPAVSVIMPISLDHQPYLGDRVELIAAEK 

AG IMKPGFP WI GHQE YDAAL DVL 

MSTAERLHCPSAVFGQDFMAHEEYGRLVYQDEFG 

LADLPLPRLPGRHQYANAAAAIRA 

VKAAGFTVTETMMEKAMSSVEWPGRLQRLSEGRL 

LSHAPAGAEIWIDGGHNPGAGEVI 

AEAMANFEERQSRPLFLIIGMINTKDPVGYFKAF 

AGLVEKVFCVP IRGSEAMI DPVI L 

SNAAYDAGLVAEPMSTVGDALEAIKAVADPEALP 

PRILVGGSLYLVGDVLADNGTPPK 

misc-feature 20877.. 21641 /gene="folC" 

/locus-tag="RL0 02 4" 
/ infer ence= "protein 
motif :Pfam:PF01225 . 11" 
/note="Pfam match to entry 
PF01225.il Mur-ligase" 

gene complement ( 22203 .. 22523 /locus-tag="RL0025" 

) 

CDS complement (22203 . .22523 /locus-tag="RL0025" 

) 

/inf erence="similar to 
sequence: INSDC : A35135" 
/inf erence="similar to 
sequence: INSDC :AE0 0 89 76" 
/note="similarity: fasta; 
with=UniProt : THIO-RHOSH 
(EMBL:A35135) ; Rhodobacter 
sphaeroides (Rhodopseudomonas 
sphaeroides ) . ; trxA; Thioredoxin 
(TRX) . ; length=TRX; id 57.692; 104 
aa overlap; query 2-105; subject 
1-104 similarity : fasta; 
with=UniProt : Q8UJA6 
(EMBL:AE008976) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; trxA; Thioredoxin C-l.; 
length=133; id 91.509; 106 aa 
overlap; query 1-106; subject 
28-133 Similar to entire protein 



of Rhodobacter sphaeroides 
(Rhodopseudomonas sphaeroides) 
Thioredoxin (TRX) trxA (104 aa) , 
and similar, but truncated at the 
N-terminus, to Agrobacterium 
tumefaciens (strain C58/ATCC 
33970) Thioredoxin C-l trxA (133 
aa) " 

/codon-start=l 
/transl-table=ll 

/product=" putative thioredoxin" 
/protein-id="CAK05513 .1" 
/db-xref="GI : 115254439" 
/ db-xref ="GOA: Q1MND2 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MND2 " 
/ translation="MATVKVDINNFQSEVLESAE 
PWVDFWAEWC GPCKMIAPSLEEI 
AVEMEGKVKVAKLNIDENPELAAQFGVRSIPTLA 
IFKGGEVADISVGAKPKTALSNWI SSAA" 
misc-feature complement ( 22206 .. 22520 /locus-tag="RL0025" 
) 

/inf erence=" protein 
motif :Pfam:PF00085.8" 
/note="Pfam match to entry 
PF00085.8 Thioredoxin" 
gene complement ( 22599 .. 26150 /locus-tag="RL0026" 

) 

CDS complement (22599 . .26150 /locus-tag="RL0026" 

) 

/inf erence="similar to 
sequence: INSDC:AE0 0 89 77" 
/note="similarity : f asta; 
with=UniProt : Q8UJA5 
(EMBL:AE008977) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; uvrD; ATP-dependant DNA 
helicase.; length=1185 ; id 62.203; 
1180 aa overlap; query 6-1183; 
subject 8-1185" 
/codon-start=l 
/transl-table=ll 

/product= "putative ATP-dependent 

UvrD family DNA helicase" 

/protein-id="CAK05514. 1" 

/db-xref ="GI : 115254440" 

/db-xref ="GOA: Q1MND1 " 

/db-xref ="UniProtKB/TrEMBL : Q1MND1 " 

/ translation="MSDVTALPNDDDPGAWIGWT 

TIQQAIASDPLRSAWVSANAGSGK 

THVLTQRVIRLLLSGARPSAILCLTYTKAAASEM 

SNRVFERLAEWWLDDEDLSRRIT 

QIEGMAPDGLKLAEARRLFAKALETPGGLKIQTI 

HAFCEALLHQFPLEANVAGHFSVL 

DDRAAVALLS DARRAL L T AT AP DE D S AL AE AF AY 

VLNLGDESGLENLLGDIVANRNAI 

RRFTAAAEQQGGVEMVLRKRLGLAVGDTEDRIEA 

QYWPLPELSGSVLELYLSLADQKG 

GAKAQEVAYGLRLAGRERDDARRAQFLEKIFLTV 

KGEPKADSQFFVKAMLAEAPQLAE 

AIAIARAHVAASRDRLKLMRMYGATHAALVLADR 

LNHDYEELKKQRSQLDFEDL I TRT 

ADLLTKSGVGPWIHYKLDRGIDHILVDEAQDTSP 



IQWSVIQSLAEDFFSGESARPIVR 

TLFAVGDEKQSIYSFQGARPERFSEESDRTRRRV 

SDSGQSFSSVRLPLSFRSTADVLE 

AVDHIFKTPENARGLSALGEPWHRSSRIGHPGA 

VDLWEMIAPEAWKEEDWTAPFDA 

TPESAPAAILARRIAHSIGTLVGRETIVDKGKER 

L I EAGDI L VL VRKRDAF VN AL T RA 

LKRRGD I P VAG ADRL VL T S H I AVQ D L L AL GRF L L 

LPEDDLSLAAVLKSPLFDLSEDDI 

FAIAALRGDNESFWSHLRSFAADGTELFRAAVER 

LELFLRQSRSLSVHDFYARVLGSY 

GGRRQFLARLGTEVSDILDEFLTFTLDHESSGLP 

GLQSFISTLELEAPVMKREQDKGR 

NEVRIMTVHASKGLEAPIVFLVDGGSKAFTHTHL 

PKLRLIETRPDEPPMPVWVPVSDL 

ANSLTQDDAARIQMLAEEEYRRLLYVAMTRAADR 

LWCGYRGVRVNNDTWHMMI STAL 

HDDHPHVEATTFSGSDGEWPGIKWRVPRVERSFE 

RIDRSQERGSEETLPDGLLRPLPP 

QAELPRPLSPSGAGTI IDEDEGGLLWSPLFGEK 

EHSDRSLEKGRLIHRMLQALPEIP 

LAERPDAASRYAERAARFWPEVERRKLVDSVLKL 

LDEEGLQAVLGAQAQPEVS IMGTL 

TLEDRRYAVSGRIDRLAVLADRWILDYKTNRVP 

PATEEAIPFAHRAQLAIYREILTP 

LYPDKLIDCMLVYTENASLYTLSEKALGLALAAV 

KTK" 

misc-feature complement ( 23925 .. 26096 /locus-tag="RL0026" 
) 

/ inf erence="protein 
motif :Pfam:PF0 0580 .8" 
/note="Pfam match to entry 

< User Break > 

gene complement ( 43056 .. 44051 /gene="coaA" 

) 

/locus-tag="RL0040" 
CDS complement ( 43056 .. 44051 /gene="coaA" 

) 

/locus-tag="RL0 0 40" 
/inf erence="similar to 
sequence: INSDC:A45 72 7" 
/inf erence="similar to 
sequence: INSDC:AE0 079 46" 
/ note=" similarity : fast a; 
with=UniProt : COAA-ECOLI 
(EMBL:A45727) ; Escherichia coli 
0157 :H7.; coaA; Pantothenate 
kinase (EC 2.7.1.33) (Pantothenic 
acid kinase) (Rts protein).; 
length=EC 2.7.1.3 ( 316; id 
53.526; 312 aa overlap; query 
23-330; subject 10-316 
similarity : fast a; 
with=UniProt : COAA-AGRT5 
(EMBL:AE007946) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; coaA; Pantothenate kinase 
(EC 2.7.1.33) (Pantothenic acid 
kinase).; length=EC 2.7.1.3 ( 322; 
id 81.98 8; 322 aa overlap; query 
10-331; subject 1-322; putative 



pantothenate kinase" 
/codon-start=l 
/transl-table=ll 
/product="Pantothenate kinase 
(Pantothenic acid kinase) (Rts 
protein) . " 

/protein-id="CAK05528 . 1" 
/db-xref="GI : 115254454" 
/ db-xref ="GOA: Q1MNG0 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNG0 " 
/ translation="MSIATEI IGVPETLDHFQSE 
SYSPYHFFSSEQWAKFRADTPLTL 
TSDEVKRLRSMGDPIDLDEVRRIYLSLSRLLSAH 
VESSQMLFEQRNRFLSLSDVTKTP 
FVIGIAGSVAVGKSTTARILKELLGRWPSSPKVD 
LVTTDGFLHPNAVLQREKLMQRKG 
FPESYDTGAILRFLSAIKAGRPDVKAPSYSHLVY 
DVLPDEYKIVDRPDILIFEGINVL 
QSRDLPAGGKIVPMVSDFFDFSIYIDAAEDEIHN 
WYVTRFMRLRETAFRDPNSYFHRY 
ASISDAEALEIAEDLWANINLKNLRQNILPTRPR 
ADLILKKGKDHLIEQVALRKL" 
misc-f eature complement ( 43080 .. 43742 /gene="coaA" 
) 

/locus-tag="RL0 0 40" 
/ inf erence="protein 
motif :Pfam:PF0 0 485.7" 
/note="Pfam match to entry 
PF00485.7 PRK" 

gene complement ( 44048 .. 44371 /locus-tag="RL0041" 

) 

CDS complement ( 44048 .. 44371 /locus-tag="RL0041" 

) 

/inf erence="similar to 
sequence: INSDC:AE0 0 79 46" 
/inf erence="similar to 
sequence : INSDC : ECRFBM" 
/note="similarity : f asta; 
with=UniProt :HIS2-ECOLI 
(EMBL : ECRFBM) ; Escherichia coli.; 
hisl; Histidine biosynthesis 
bifunctional protein hisIE 
[Includes: Phosphor ibosyl-AMP 
cyclohydrolase (EC 3.5.4.19) 
(PRA-CH) ; Phosphoribosyl-ATP 
pyrophosphatase (EC 3.6.1.31) 
(PRA-PH)].; length=203; id 47.126; 
87 aa overlap; query 6-92; subject 
115-201 similarity : f asta; 
with=UniProt :HIS2-AGRT5 
(EMBL:AE007946) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970).; hisE; Phosphoribosyl-ATP 
pyrophosphatase (EC 3.6.1.31) 
(PRA-PH).; length=107; id 71.698; 
106 aa overlap; query 1-106; 
subject 1-106" 
/codon-start=l 
/transl-table=ll 
/product="putative histidine 
biosynthesis bifunctional protein" 
/protein-id="CAK05529 .1" 



/db-xref="GI : 115254455" 

/ db-xref ="GOA: Q1MNF9 " 

/ db-xref ="UniProtKB/TrEMBL : Q1MNF9 " 

/ translation="MSGFSLSDLESIVAERSKAP 

PEQSWTAKLVAGGQPKAAKKLGEE 

AIEAVMAAVTGDRDNLTYEAADVLYHLLWLKIA 

EIPLENVMAELERRTAQSGLKEKA SRQSS" 

complement ( 44090 . . 44356 /locus-tag="RL0041" 

) 

/ inf erence="protein 
motif :Pf am:PF015 03 .6" 
/note="Pfam match to entry 
PF01503.6 PRA-PH" 

complement (44389 . . 45177 /gene="hisF " 

) 

/locus-tag="RL0 0 42" 
complement (44389 . . 45177 /gene="hisF" 
) 

/locus-tag="RL0 0 42" 
/inf erence="similar to 
sequence: INSDC : ABHISHAFE" 
/inf erence="similar to 
sequence: INSDC :AE0 0 79 46" 
/note="similarity : f asta; 
with=UniProt :HIS6-AZOBR 
(EMBL : ABHISHAFE ) ; Azospirillum 
brasilense . ; hisF; Imidazole 
glycerol phosphate synthase 
subunit hisF (EC 4.1.3.-) (IGP 
synthase cyclase subunit) (IGP 
synthase subunit hisF) (ImGP 
synthase subunit hisF) (IGPS 
subunit hisF).; length=261; id 
69.767; 258 aa overlap; query 
3-260; subject 2-251 
similarity : fast a; 
with=UniProt :HIS6-AGRT5 
(EMBL:AE007946) ; Agrobacter ium 
tumefaciens (strain C58/ATCC 
33970).; hisF; Imidazole glycerol 
phosphate synthase subunit hisF 
(EC 4.1.3.-) (IGP synthase cyclase 
subunit) (IGP synthase subunit 
hisF) (ImGP synthase subunit hisF) 
(IGPS subunit hisF).; length=258; 
id 82.129; 263 aa overlap; query 
1-262; subject 1-258" 
/codon-start=l 
/transl-table=ll 
/product="putative imadazole 
glycerol phosphate synthase 
sununit" 

/protein-id="CAK05530 . 1" 

/db-xref="GI : 115254456" 

/ db-xr e f = " GOA : Q 1MNF 7 " 

/ db-xref ="UniPr ot KB/ Tr EMBL : Q1MNF7 " 

/ trans lation="MTLKARVIPCLDVKDGRVVK 

GVNF LNLVDAG DP VE AAKAY DAAG 

ADELCFLDITASSDNRETIFDWSRTADQCFMPL 

TVGGGVRTIADIRKLLLCGADKVS 

INSAAVSNPDFVTEAADKFGDQC I WS I DAKRRR 

TQAVGGDNLSAWEIYTHGGRNATG 



I DAVE F AQKMVARG AGE LLVTSMDRDGT K VG Y D L 
ELTRAIADAVRVPVIASGGVGDLD 
DLVAGVKEGHANAVLAASIFHFGTYSVSEAKHYM 
SKCGIDMRLD" 

misc-f eature complement ( 44446 .. 45162 /gene="hisF" 
) 

/locus-tag="RL0042" 
/ inf erence="protein 
motif :Pfam:PF0 09 77 . 8" 
/note="Pfam match to entry 
PF00977.8 His-biosynth" 
gene complement ( 45178 .. 45924 /gene="hisA" 

) 

/locus-tag="RL0 0 43" 
CDS complement ( 45178 .. 45924 /gene="hisA" 

) 

/locus-tag="RL0 0 43" 
/inf erence="similar to 
sequence: INSDC : ECD8 40 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 
/note=" similarity : fast a; 
with=UniProt :HIS4-ECOLI 
(EMBL : ECD8 4 0 ) ; Escherichia coli.; 
hisA; 

1- (5-phosphoribosyl) -5- [ (5-phospho 
ribosylamino) methylidene amino] 
imidazole- 4 -car boxamide isomerase 
(EC 5.3.1.16) 

( Phosphor ibosylf ormimino- 5 -amino im 
idazole carboxamide ribotide 
isomerase) . ; 

length=5-phosphoribosyl ; id 
35.081; 248 aa overlap; query 

2- 242; subject 1-245 
similarity : fast a; 
with=UniProt :HIS4-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti ( Sinorhizobium 
meliloti) . ; hisA; 

1- (5-phosphoribosyl) -5- [ (5-phospho 
ribosylamino) methylidene amino] 
imidazole- 4 -carboxamide isomerase 
(EC 5.3.1.16) 

( Phosphor ibosylf ormimino- 5 -amino im 
idazole carboxamide ribotide 
isomerase) . ; 

length=5-phosphoribosyl ; id 
8 8.066; 2 43 aa overlap; query 
1-243; subject 1-243" 
/codon-start=l 
/transl-table=ll 
/product=" putative 

imidazole- 4 -carboxamide isomerase" 

/protein-id="CAK05531 . 1" 

/db-xref="GI : 115254457" 

/db-xref="GOA:QlMNCl" 

/ db-xref ="UniProtKB/TrEMBL : Q1MNC1 " 

/translation="MILFPAIDLKGGQCVRLKLG 

DMQQ AT VYN T D P AAQ AR S F E D Q G F 

EWLHWDLDGAFAGHSANGDAVEAILKATDNPVQ 

LGGGIRTLDHIEAWLSRGLRRVIL 



G T VAVRNP D L V I E AC RKF P D H VAVG I D AKG G K VA 
VE G WAE AS E L G 1 1 E L ARKF E G AG V 
AAIIYTDIDRDGILAGINWSSTLELADAVSIPVI 
ASGGLASLDDIRRMLEPDARKLEG 
AI SGRAL YDGR I DPKEALAL I KAARAKE T A " 
misc-f eature complement ( 45232 .. 45921 /gene="hisA" 
) 

/locus-tag="RL0043" 
/inf erence=" protein 
motif :Pfam:PF0 09 77. 8" 
/note="Pfam match to entry 
PF00977.8 His-biosynth" 
gene complement ( 45931 .. 46488 /locus-tag="RL0044" 

) 

CDS complement ( 45931 .. 46488 /locus-tag="RL0044" 

) 

/note="no significant database 
hits" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAK05532 .1" 
/db-xref="GI: 115254458" 
/db-xref="UniProtKB/TrEMBL:QlMNCO" 
/ trans lation="MIHDSFPANDGSSRRQNGVS 
AGDIAEAVLEFYIEGEDDLIGLLA 
YAL YERQKRDF VL SHRKRNAGRS P DE AE LAAVN S 
NYLSTDLRNTLRDRASQILSSYAE 
TYVEAMEPQIRLTAVNSDALRQVRSIEKSIKRRL 
GF WRQVRAGF AVT L L L L L LFGAAA 
IAAVFFQSDIVDAWNALMVPTTLRM" 
misc-feature complement ( 45991 .. 46059 /locus-tag="RL0044" 
) 

/inf erence= "protein 
motif :TMHMM:2 . 0" 
/note="l probable transmembrane 
helix predicted at aa 144-166" 
gene complement ( 46485 .. 46676 /locus-tag="RL0045" 

) 

CDS complement (46485. .46676 /locus-tag="RL0045" 

) 

/note="no significant database 
hits" 

/codon-start=l 
/transl-table=ll 

/product=" hypothetical protein" 
/protein-id="CAK05533 .1" 
/db-xref="GI : 115254459" 
/ db-xref ="UniProtKB/TrEMBL : Q1MNB9 " 
/ translation="MRSMPASRKSGKVFYTLRPS 
REGLPPFSDIKLPGGTVIRRVDEA 
IHRKALSNAAKALKERLDR" 
gene complement ( 46921 .. 47571 /gene="hisH" 

) 

/locus-tag="RL0046" 
CDS complement ( 46921 .. 47571 /gene="hisH" 

) 

/locus-tag="RL0 0 46" 
/inf erence="similar to 
sequence: INSDC : ECD8 40 " 
/inf erence="similar to 
sequence: INSDC :SME59 1782" 



/note=" similarity : fast a; 
with=UniProt :HIS5-EC0LI 
(EMBL : ECD8 4 0 ) ; Escherichia coli.; 
hisH; Imidazole glycerol phosphate 
synthase subunit hisH (EC 2.4.2.-) 
(IGP synthase glutamine 
amidotransf erase subunit) (IGP 
synthase subunit hisH) (ImGP 
synthase subunit hisH) (IGPS 
subunit hisH) . ; length=196; id 
36.792; 212 aa overlap; query 
1-212; subject 1-194 
similarity: fasta; 
with=UniProt :HIS5-RHIME 
(EMBL:SME591782) ; Rhizobium 
meliloti (Sinorhizobium 
meliloti).; hisH; Imidazole 
glycerol phosphate synthase 
subunit hisH (EC 2.4.2.-) (IGP 
synthase glutamine 
amidotransf erase subunit) (IGP 
synthase subunit hisH) (ImGP 
synthase subunit hisH) (IGPS 
subunit hisH).; length=216; id 
81.944; 216 aa overlap; query 
1-216; subject 1-216" 
/codon-start=l 
/transl-table=ll 
/product="putative imadazole 
glycerol phosphate synthase 
subunit" 

/protein-id="CAK0bb3 4. 1" 
/db-xref="GI : Ilb2b4460" 
/ db-xref ="GOA: Q1MNB8 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNB8 " 
/ translation="MRVAI IDYGSGNLRSATKAF 
ERAAHE AG I DAH I DL T DRAE D VAA 
ADR I VL P G VG A Y ADC RRG L D AVP DMAEVL I E AVE 
KKARPFLGICVGMQLMSSRGLEKT 
VTHGFGWIPGNWEMTPDDPALKIPQIGWNTLDL 
KRQHPLFEGIPTGSQGLHAYFVHS 
YHLAAENTEDVIATADYGGPMTAFVGRDNMVGAQ 
FHPEKSQKLGLALIANFLRWNP" 
misc-feature complement ( 46927 .. 47562 /gene="hisH" 
) 

/locus-tag="RL0 0 46" 
/inf erence=" protein 
motif :Pfam:PF00117. 10" 
/note="Pfam match to entry 
PF00117.10 GATase" 
gene complement ( 47574 .. 48059 /locus-tag="RL0047" 

) 

CDS complement ( 47574 .. 48059 /locus-tag="RL0047" 

) 

/inf erence="similar to 
sequence: INSDC : A97364" 
/note="similarity : fasta; 
with=UniProt :Q8U5P8 (EMBL : A9 736 4 ) ; 
Agrobacterium tumefaciens (strain 
C58/ATCC 33970).; AGR-C-67p.; 
length=164; id 32.099; 162 aa 
overlap; query 3-161; subject 



2-163" 

/codon-start=l 
/transl-table=ll 

/product=" putative transmembrane 
protein" 

/protein-id="CAK05535. 1" 
/db-xref="GI : 115254461" 
/ db-xref ="GOA: Q1MNB7 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNB7 " 
/ translation="MTSSYIFLTPPGGTSATADE 
TRTIRDGFTLLGFLFPWIWLLAHR 
LWLHAAAAFLLQGIGGALMDEPGLGPAGAAILLG 
VNMLVGLEGQNFRVRNLAAKGWNE 
DALIAADTIGTAEQVYFSDRAAIAASDDAAAPDW 
QNKARPNGQHGNATSLGLFGFDGG R" 
misc-feature complement ( join ( 47805 . . /locus-tag="RL0047" 
47864,47922. .47981) ) 

/ infer ence= "protein 

motif :TMHMM: 2.0" 

/note="2 probable transmembrane 

helices predicted at aa 27-46 and 

66-85" 

sig-peptide complement ( 48002 .. 48059 /locus-tag="RL0047" 

) 

/ inf erence="protein 
motif : SignalP-HMM: 2.0" 
/note="Signal peptide predicted 
for RL0047 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.696) 
with cleavage site probability 
0.687 between residues 18 and 19" 
gene complement ( 48082 .. 48690 /gene="hisB" 

) 

/locus-tag="RL0048" 
CDS complement (48082. .48690 /gene="hisB" 

) 

/locus-tag="RL0048" 
/EC-number = " 4.2.1.19" 
/inf erence="similar to 
sequence: INSDC : AB09 1 436 " 
/inf erence="similar to 
sequence: INSDC :AE0 0 79 46" 
/inf erence="similar to 
sequence: INSDC :E6 496 7" 
/note="Similar to C-terminus from 
codon 160 of Escherichia coli. 
hisB HIS7-ECOLI (EMBL : E6 496 7 ) ( 
Histidine biosynthesis 
bifunctional protein hisB 
[ Includes : Hi stidinol -phosphatase 
(EC 3.1.3.15)) ehydratase (EC 
4.2.1.19) (IGPD)]., and to entire 
protein of Agrobacterium 
tumefaciens (strain C58/ATCC 
33970). hisB HIS7-AGRT5 
(EMBL:AE007946) ( 
Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) 
(IGPD).), and to entire protein of 
Burkholderia multivorans. hisB 
HIS7-BURML (EMBL : ABO 9 1 43 6 ) ( 
Imidazoleglycerol -phosphate 



misc-f eature complement ( 48148 
) 

< User Break > 

< User Break > 
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dehydratase (EC 4.2.1.19) (IGPD).) 
similarity : fast a; 
with=UniProt :HIS7-EC0LI 
(EMBL:E64967) ; Escherichia coli.; 
hisB; Histidine biosynthesis 
bifunctional protein hisB 
[ Includes : Hi stidinol -phosphatase 
(EC 3.1.3.15) ; 

Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) 
(IGPD)].; length=355; id 48.990; 
198 aa overlap; query 4-201; 
subject 163-355 similarity : fasta; 
with=UniProt :HIS7-AGRT5 
(EMBL:AE007946) ; Agrobacterium 
tumefaciens (strain C58/ATCC 
33970) . ; hisB; 
Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) (IGPD).; 
length=198; id 89.286; 196 aa 
overlap; query 6-201; subject 
2-197 similarity : fasta; 
with=UniProt :HIS7-BURML 
(EMBL:AB091436) ; Burkholderia 
multivorans . ; hisB; 
Imidazoleglycerol -phosphate 
dehydratase (EC 4.2.1.19) (IGPD).; 
length=195; id 54.124; 194 aa 
overlap; query 8-201; subject 
2-195" 

/codon-start=l 
/transl-table=ll 
/product="putative histidine 
biosynthesis bifunctional protein 
hisB" 

/protein-id="CAK05536 .1" 
/db-xref="GI : 115254462" 
/ db-xref ="GOA: Q1MNB6 " 
/ db-xref ="UniProtKB/TrEMBL : Q1MNB6 " 
/ translation="MAETAASRTGSVSRKTNETS 
ISVSVNLDGTGKSTISTGVGFFDH 
MLDQLSRHSLIDMEIDAKGDLHIDDHHTVEDTGI 
AIGQAISKALGDRRGITRYASIDL 
AMDETMTKAAVDLSGRPFLVWNVAFSAPKIGTFD 
T E L VRE F F H AL AQN AG ITLHILNH 
YGANNHHI AETCFKAVARALRTATE I DPRQAGRV 
PSTKGTLV" 
48582 /gene="hisB" 

/locus-tag="RL0 0 48" 
/ inf erence="protein 
motif :Pfam:PF0 0 4 75. 7" 
/note="Pfam match to entry 
PF00475.7 IGPD" 
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LOCUS (LOC) : 
GenBank ACC . NO. (GBN) : 
GenBank VERSION (VER) : 
CAS REGISTRY NO. (RN) : 
SEQUENCE LENGTH (SQL) : 
MOLECULE TYPE (CI) : 
DIVISION CODE (CI) : 
DATE (DATE) : 
DEFINITION (DEF) : 
KEYWORDS (ST) : 
SOURCE: 
ORGANISM (ORGN) : 



PROJECT (PJID) : 
REFERENCE: 

AUTHOR (AU) : 



TITLE (TI) : 

JOURNAL (SO) : 
OTHER SOURCE (OS) : 
REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 
JOURNAL (SO) : 



FEATURES (FEAT) : 
Feature Key 



CR626927 GenBank (R) 

CR626927 

CR626927.1 GI:60491031 

843924-26-5 

5205140 

DNA; circular 

Bacteria 

23 Oct 2008 

Bacteroides fragilis NCTC 9343, complete genome, 
complete genome 

Bacteroides fragilis NCTC 9343 
Bacteroides fragilis NCTC 9343 

Bacteria; Bacteroidetes ; Bacteroidia; Bacteroidales ; 
Bacteroidaceae; Bacteroides 
GenomePro ject : 46 

1 (bases 1 to 5205140) 

Cerdeno-Tarraga, A.M. ; Patrick, S.; Crossman, L . C . ; 
Blakely,G.; Abratt,V.; Lennard,N.; Poxton,I.; 
Duerden,B.; Harris, B.; Quail, M. A.; Barron, A.; Clark, L.; 
Corton,C; Doggett,J.; Holden, M. T . ; Larke,N.; Line, A.; 
Lord, A.; Norbertczak, H . ; Ormond,D.; Price, C; 
Rabbinowitsch, E . ; Woodward, J . ; Barrell,B.; Parkhill,J. 
Extensive DNA inversions in the B. fragilis genome 
control variable gene expression 
Science, 307 (5714), 1463-1465 (2005) 
CA 142:234199 

2 (bases 1 to 5205140) 
Cerdeno-Tarraga, A.M. 
Direct Submission 

Submitted (29-JUL-2004) Cerdeno-Tarraga A.M. , submitted 
on behalf of the Pathogen Sequencing Unit, Sanger 
Institute, Wellcome Trust Genome Campus, Hinxton, 
Cambridge CB10 ISA E-mail: amct@sanger.ac.uk 



misc-f eature 



misc-f eature 



complement ( order (19936 
.20001,20116. .20184, 
20260. .20328) ) 

complement (order (23607 
.23675, 23733. .23786, 
23796. .23855, 
.23960, 
.24071, 
.24236, 
.24314, 
.24482, 
.24551, 
.24674, 
.24761) ) 
complement (order (87648 
.87716, 87753 . .87821, 
87834. .87893, 
88506. .88574, 
88617. .88721, 



23892. 
24003. 
24183. 
24246 . 
24414. 
24492 . 
24570. 
24702. 



Qualifier 

/organism= "Bacter< 
NCTC 9343" 
/mol-type="genom 
/strain="ATCC 252 
/db-xref="taxon:2 
/note="3 probable 
helices predicted 
TMHMM2 . 0 at 
140-161" 

/note="ll probabl' 
helices predicted 
TMHMM2.0 at aa 26 
96-115, 119-141, 
256-278, 293-315, 
and 388-410" 



oides fragilis 

c DNA" 

NCTC 9343" 
72559" 
transmembrane 
for BF0017 by 
-53, 79-101 and 

transmembrane 
for BF0019 by 
45, 55-89, 
175-197, 201-218, 
328-347, 351-368 



/note="13 probable transmembrane 
helices predicted for BF0087 by 
TMHMM2.0 at aa 7-29, 53-75, 
80-102, 112-134, 139-161, 176-198 
219-241, 256-278, 294-328, 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



88767. .88835, 

88878.-88946, 

89007. .89075, 

89118. .89186, 

89199. .89267, 

89295. .89363, 

89376. .89444, 

89514. .89582) ) 

complement (order (97383 . 

.97442,97452. .97520, 

97698. .97766) ) 

complement (order (97814. 
.97882,97901. .97954, 
97964. .98032, 
98069. .98137, 
98210. .98278, 
98315. .98383, 
98426. .98521, 
98579. .98638, 
98696. .98764) ) 
complement ( order ( 129 8 82 
. .129950, 
129969. .130037, 
.130208, 
.130286, 
. 130412, 
.130499, 



130140. 
130227. 
130344. 
130431. 
130527. .130592, 



.130694. 
.130973, 
.131099) ) 
complement ( order ( 138453 
. .138515, 
138528. .138596, 
.138683, 
.138767, 
.138872, 
.138944, 
.139022, 
.139109, 
.139199, 
.139295) ) 
complement ( order (153259 
. .153327, 
153385. .153453) ) 
complement (order (161877 
. .161945, 
161973. .162041, 
. 162179, 
.162305, 



misc-f eature 



130626. 
130920. 
131031. 



138615. 
138699. 
138804. 
138885. 
138963. 
139050. 
139143. 
139227. 



162111 . 
162237. 

162324. .162392, 
163332. .163400, 
163506 . . 163574, 
163617. .163685, 
163746. .163805, 
163833. .163901, 
163920. .163988, 
164889. .164957) ) 
complement (order (177239 
. .177307, 
177818. .177886) ) 



343-365, 570-589, 594-616 and 
629-651" 



/note="3 probable transmembrane 
helices predicted for BF0094 by 
TMHMM2.0 at aa 20-42, 102-124 and 
128-147" 

/note="9 probable transmembrane 
helices predicted for BF0095 by 
TMHMM2.0 at aa 13-35, 55-74, 
94-125, 140-162, 175-197, 222-244, 
257-279, 283-300 and 307-329" 



/note="10 probable transmembrane 
helices predicted for BF0125 by 
TMHMM2.0 at aa 4-26, 46-63, 
139-161, 173-194, 204-226, 
233-255, 275-294, 301-323, 358-380 
and 387-409" 



/note="10 probable transmembrane 
helices predicted for BF0132 by 
TMHMM2.0 at aa 5-27, 37-55, 67-86, 
96-115, 122-141, 146-168, 181-203, 
209-231, 238-260 and 265-285" 



/note="2 probable transmembrane 
helices predicted for BF0146 by 
TMHMM2.0 at aa 21-43 and 63-85" 
/note="12 probable transmembrane 
helices predicted for BF0155 by 
TMHMM2.0 at aa 12-34, 335-357, 
364-386, 396-415, 436-458, 
473-495, 531-553, 867-889, 
896-918, 938-960, 984-1006 and 
1016-1038" 



/note="2 probable transmembrane 
helices predicted for BF0165 by 
TMHMM2.0 at aa 5-27 and 198-220" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



complement (order (263988 
. .264056, 
264084. .264137) ) 

complement (order (284342 
. .284410, 
284453. .284521, 
284558. .284626, 
284852. .284920, 
284933. .284986, 
284999. .285052, 
285089. .285157, 
285200. .285268, 
285281. .285349, 
285392. .285451) ) 
complement (order (287032 
. .287091, 
287236. .287304, 
287314. .287382, 
287401. .287454, 
287512. .287571, 
287590. .287658, 
287815. .287883, 
287944. .287997, 
288010. .288078, 
288163. .288231) ) 
complement (order (363642 
. .363710, 
363738. .363797, 
363855. .363914, 
363942. .363995, 
364029. .364097, 
364125. .364193, 
364212. .364271, 
364314. .364382, 



364401 
364527 



364469, 
364595, 
364614. .364673) ) 
complement (order (403349 
. . 403417, 
405623. .405676) ) 
complement ( order (445890 
. .445958, 
446016 . . 446084, 
446204, 
446291, 
446393, 
446552, 
446633, 



446145. 
446232. 
446325. 
446484. 
446565. 



446697. .446765, 
446826 . . 446894, 
446922 . . 446990) ) 
complement ( order (451314 
. . 451370, 
451398 . . 451466, 
451485. .451553, 
451596 . . 451652, 
451671 . . 451739, 
451881 . . 451949, 
451986. .452045, 
452088. .452156, 
452175. .452243, 



/note="2 probable transmembrane 
helices predicted for BF0240 by 
TMHMM2.0 at aa 253-270 and 
280-302" 

/note="10 probable transmembrane 
helices predicted for BF0255 by 
TMHMM2.0 at aa 13-32, 47-69, 
74-96, 111-133, 146-163, 168-185, 
190-212, 288-310, 323-345 and 
360-382" 



/note="10 probable transmembrane 
helices predicted for BF0257 by 
TMHMM2.0 at aa 20-42, 71-93, 
98-115, 136-158, 211-233, 240-259, 
279-296, 303-325, 329-351 and 
400-419" 



/note="ll probable transmembrane 
helices predicted for BF0312 by 
TMHMM2.0 at aa 24-43, 50-72, 
92-114, 121-143, 158-177, 184-206, 

216-238, 250-26'/, 277-296, 316-335 
and 345-367" 



/note="2 probable transmembrane 
helices predicted for BF0336 by 
TMHMM2.0 at aa 7-24 and 760-782" 
/note="10 probable transmembrane 
helices predicted for BF0369 by 
TMHMM2.0 at aa 13-35, 45-67, 
88-110, 132-154, 159-181, 212-234, 
246-265, 275-294, 315-337 and 
357-379" 



/note="12 probable transmembrane 
helices predicted for BF0372 by 
TMHMM2.0 at aa 12-34, 44-61, 
73-95, 105-127, 134-156, 171-190, 
203-225, 273-295, 302-320, 
335-357, 364-386 and 396-414" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



452271 . . 452339, 
452373 . . 452426, 
452454. .452522) ) 
complement (order (461401 
. . 461469, 
461497. .461550, 
461569. .461637, 
461647. .461715, 
461827. .461895, 
461953 . . 462021, 
462082. .462138, 
462232. .462291, 
462325. .462378, 



462421. 
462541. 



462480, 
462609, 



462637. .462705, 
462766. .462825) ) 
complement ( order (476572 
. .476640, 
476698. .476766, 
476809 . . 476877, 
476938. .477006, 
477097. .477165, 
477202 . . 477270, 
477328. .477396, 
477433 . . 477486, 
477568 . . 477636, 
477718. .477786, 
477829 . . 477882) ) 
complement ( order (479803 
. .479856, 
479899 . . 479967, 
480004. .480063, 
480073 . . 480126, 
480145. .480213, 
480256. .480324, 
480439 . . 480498, 
480511. .480579, 
480616. .480684, 
480697. .480765, 
480784. .480852, 
480895. .480963) ) 
complement (order (501780 
. .501848, 
501960. .502028, 
502119. .502187, 
502206. .502274, 
502317. .502373, 
502392. .502445) ) 
complement ( order (502475 
. .502543, 
502553. .502621, 
502640. .502708, 
502718. .502777) ) 
complement ( order (512122 
. .512190, 
512233. .512301) ) 

complement (order (564023 
. .564091, 
564119. .564187, 
564248. .564316, 



/note="13 probable transmembrane 
helices predicted for BF0378 by 
TMHMM2.0 at aa 4-23, 44-66, 76-98, 
119-138, 153-170, 182-201, 
233-251, 272-294, 314-336, 
374-396, 400-422, 429-446 and 
456-478" 



/note="ll probable transmembrane 
helices predicted for BF0389 by 
TMHMM2.0 at aa 13-30, 45-67, 
95-117, 145-162, 175-197, 217-239, 
252-274, 305-327, 348-370, 385-407 
and 427-449" 



/note="12 probable transmembrane 
helices predicted for BF0392 by 
TMHMM2.0 at aa 12-34, 49-71, 
78-100, 105-127, 140-162, 167-186, 
225-247, 262-284, 291-308, 
312-331, 344-366 and 381-398" 



/note="6 probable transmembrane 
helices predicted for BF0417 by 
TMHMM2.0 at aa 4-21, 28-46, 61-83, 
90-112, 143-165 and 203-225" 



/note="4 probable transmembrane 
helices predicted for BF0418 by 
TMHMM2.0 at aa 5-24, 28-50, 57-79 
and 83-105" 

/note="2 probable transmembrane 
helices predicted for BF0429 by 
TMHMM2.0 at aa 2 6 4-286 and 
301-323" 

/note="12 probable transmembrane 
helices predicted for BF0487 by 
TMHMM2.0 at aa 7-26, 41-63, 
84-115, 130-152, 159-181, 204-224, 



564329. 
564488. 



564397, 
564556, 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



-User Break-- 



564635. .564703, 
564740. .564802, 
564869. .564937, 
564956. .565024, 
565067. .565162, 
565223. .565291, 
565334. .565393) ) 
complement ( order (5 89503 
. .589571, 
589614. .589682, 
589779. .589847, 
590556. .590624) ) 
complement (order (590741 
. .590809, 
590912. .590980, 
591041. .591109, 
591827. .591895) ) 
complement (order (671482 
. .671538, 
671548. .671598, 
671617. .671676, 
671686. .671754, 
671815. .671883, 
671893. .671961) ) 
complement ( order ( 698434 



237-259, 286-308, 339-361, 
366-388, 409-431 and 441-463" 



/note="4 probable transmembrane 
helices predicted for BF0509 by 
TMHMM2.0 at aa 25-47, 284-306, 
339-361 and 376-398" 

/note="4 probable transmembrane 
helices predicted for BF0510 by 
TMHMM2.0 at aa 20-42, 282-304, 
325-347 and 382-404" 

/note="6 probable transmembrane 
helices predicted for BF0564 by 
TMHMM2.0 at aa 20-42, 46-68, 
89-111, 115-134, 141-157 and 
161-179" 



/note="8 probable transmembrane 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



6. .3194144, 
3194205. .3194273, 
3194301. .3194369, 
3194430. .3194498) ) 
complement (order (319465 
7. .3194725, 
3194753. .3194821, 
3194909. .3194977, 
3194990. .3195058, 
3195071. .3195139, 
3195215. .3195283, 
3195344. .3195412) ) 
complement (order (322821 
3 . .3228281, 
3228357. .3228416, 
3228435. .3228503, 
3228660. .3228728, 
3228789. .3228857, 
3228930. .3228998) ) 
complement (order (322908 
4. .3229152, 
3229288. .3229356, 
3229444. .3229503, 
3229531. .3229599, 
3229657. .3229725, 
3230149. .3230217) ) 
complement (order (327856 
0. .3278628, 
3278767. .3278835, 
3278989 . .3279057, 
3279148. .3279216, 
3279319 . .3279387, 
3279421. .3279489, 



helices predicted for BF2743 by 
TMHMM2.0 at aa 5-27, 48-70, 80-102 
and 123-145" 

/note="7 probable transmembrane 
helices predicted for BF2744 by 
TMHMM2.0 at aa 321-343, 364-386, 
412-434, 439-461, 466-488, 518-540 
and 550-572" 



/note="6 probable transmembrane 
helices predicted for BF2770 by 
TMHMM2.0 at aa 19-41, 66-88, 
109-131, 184-206, 213-232 and 
258-280" 



/note="6 probable transmembrane 
helices predicted for BF2771 by 
TMHMM2.0 at aa 12-34, 176-198, 
218-240, 250-269, 299-321 and 
367-389" 



/note="8 probable transmembrane 
helices predicted for BF2819 by 
TMHMM2.0 at aa 20-39, 46-68, 
102-124, 136-158, 193-215, 
246-268, 320-342 and 389-411" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



3279589. .3279657, 
3279676.-3279735) ) 
complement (order (329432 
9. .3294397, 
3294440 . .3294499) ) 
complement (order (331002 
9. .3310097, 
3310110. .3310178, 
3310206. .3310259, 
3310314. .3310382) ) 
complement (order (338848 

7. .3388555, 
3388691. .3388744) ) 
complement (order (339614 
4. .3396212, 

3396240. .3396293, 
3396312. .3396380, 
3396423.-3396482, 
3396516. .3396584, 
3396612. .3396665, 
3396678..3396746, 
3396759. .3396827, 
3396864. .3396914, 
3396942. .3397001) ) 
complement ( order (339807 

8. .3398146, 
3398252. .3398320, 
3398456. .3398524, 
3398627. .3398695, 
3398732. .3398800, 



3398906. 
3399035. 
3399233. 
3399335. 
3399410. 



3423683. 
3423779 . 
3423866. 
3424841 . 
3425021 . 
3425132. 
3425267. 
3425345. 
3425432. 
3426416. 



3468760. 
3468847. 
3468925. 
3470053. 
3470251 . 
3470347. 
3470449 . 



misc-f eature 



.3398974, 
.3399103, 
.3399301, 
.3399394, 
.3399478) ) 
complement (order (342344 
6. .3423514, 
3423557. .3423625, 
.3423751, 
.3423847, 
.3423925, 
.3424900, 
.3425089, 
.3425200, 
.3425335, 
.3425413, 
.3425500, 
.3426484) ) 
complement (order (346852 
0. .3468588, 
3468631. .3468699, 
.3468819, 
.3468906, 
.3468984, 
.3470121, 
.3470319, 
.3470415, 
.3470517, 
3470527. .3470595, 
3470614. .3470667, 
3471592. .3471660) ) 
complement (order (347323 



/note="2 probable transmembrane 
helices predicted for BF2836 by 
TMHMM2.0 at aa 13-32 and 47-69" 
/note="4 probable transmembrane 
helices predicted for BF2848 by 
TMHMM2.0 at aa 15-37, 56-73, 
83-105 and 110-132" 

/note="2 probable transmembrane 
helices predicted for BF2919 by 
TMHMM2.0 at aa 4-21 and 67-89" 
/note="10 probable transmembrane 
helices predicted for BF2925 by 
TMHMM2.0 at aa 20-39, 49-65, 
78-100, 105-127, 132-149, 159-181, 
193-212, 227-249, 256-273 and 
283-305" 



/note="10 probable transmembrane 
helices predicted for BF2928 by 
TMHMM2.0 at aa 28-50, 56-75, 
87-109, 153-175, 196-218, 254-276, 
289-311, 346-368, 414-436 and 
472-494" 



/note="12 probable transmembrane 
helices predicted for BF2946 by 
TMHMM2.0 at aa 21-43, 349-371, 
378-400, 404-426, 449-471, 
486-508, 549-568, 874-893, 
900-922, 932-954, 974-996 and 
1011-1033" 



/note="12 probable transmembrane 
helices predicted for BF2984 by 
TMHMM2.0 at aa 21-43, 352-369, 
376-398, 402-424, 436-458, 
468-490, 534-556, 913-932, 
939-958, 968-987, 1008-1030 and 
1045-1067" 



/note="ll probable transmembrane 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



7. .3473305, 
3473348 . .3473407, 
3473528. .3473596, 
3473639. .3473707, 
3474632 . .3474691, 
3474812 . .3474880, 
3474899 . .3474967, 
3475064. .3475132, 
3475145. .3475204, 
3475214. .3475273, 
3476198 . .3476266) ) 
complement ( order (347836 
5. .3478433, 
3478521. .3478589, 
3478788. .3478856, 
3478893. .3478952, 
3478962. .3479030, 
3479067. .3479135, 
3479178 . .3479246, 
3479283. .3479351, 
3479394. .3479453) ) 
complement ( order (349713 
7. .3497196, 
3498223. .3498282) ) 
complement (order (351045 
2. .3510520, 
3510554. .3510622, 
3510632. .3510688) ) 
complement ( order (352811 
1. .3528179, 
3528216. .3528284, 
3528327. .3528395, 
3528432. .3528500, 
3528543. .3528611, 
3528669. .3528737, 
3528774. .3528842, 
3528903. .3528971) ) 
complement (order (353220 
7. .3532275, 
3532354. .3532413, 
3532432. .3532491, 
3532519. .3532587, 
3532669. .3532722, 
3532825. .3532893, 
3532930. .3532998, 
3533125. .3533184, 
3533218. .3533286, 
3533314. .3533370, 
3533455. .3533523, 
3533533. .3533601, 
3533662. .3533730) ) 
complement (order (353789 
1. .3537959, 
3537978. .3538046, 
3538056 . .3538115, 
3538176. .3538244, 
3538272. .3538340) ) 
complement (order (354037 
5. .3540443, 
3540480. .3540548, 
3540591. .3540659, 
3540678. .3540743) ) 



helices predicted for BF2986 by 
TMHMM2.0 at aa 10-32, 341-360, 
364-383, 388-410, 443-465, 
472-494, 535-554, 863-885, 
900-922, 963-982 and 997-1019" 



/note="9 probable transmembrane 
helices predicted for BF2988 by 
TMHMM2.0 at aa 9-28, 43-65, 
78-100, 115-137, 150-172, 176-195, 
208-230, 297-319 and 349-371" 



/note="2 probable transmembrane 
helices predicted for BF3007 by 
TMHMM2.0 at aa 13-32 and 375-394" 
/note="3 probable transmembrane 
helices predicted for BF3020 by 
TMHMM2.0 at aa 21-39, 43-65 and 
77-99" 

/note="8 probable transmembrane 
helices predicted for BF3033 by 
TMHMM2.0 at aa 218-240, 261-283, 
296-318, 338-360, 375-397, 
410-432, 447-469 and 482-504" 



/note="13 probable transmembrane 
helices predicted for BF3037 by 
TMHMM2.0 at aa 4-26, 47-69, 73-95, 
124-142, 152-174, 186-205, 
248-270, 283-305, 340-357, 
385-407, 417-436, 443-462 and 
489-511" 



/note="5 probable transmembrane 
helices predicted for BF3041 by 
TMHMM2.0 at aa 34-56, 66-88, 
109-128, 132-154 and 161-183" 



/note="4 probable transmembrane 
helices predicted for BF3044 by 
TMHMM2.0 at aa 10-31, 38-60, 75-97 
and 110-132" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



complement (order (354684 
5. .3546901, 
3546914. .3546982) ) 
complement (order (356408 
4. .3564152, 
3564162. .3564221, 
3564258. .3564326, 
3564354. .3564422, 
3564492. .3564560, 
3564624. .3564692) ) 
complement (order (356568 
1. .3565740, 
3565759. .3565827, 
3566128. .3566184) ) 
complement (order (357948 
5. .3579553, 
3579566. .3579634, 
3579695.-3579763, 
3579776. .3579844) ) 
complement (order (358432 
3. .3584391, 
3584419. .3584487, 
3584521. .3584589, 
3584632. .3584700, 
3584761. .3584829) ) 
complement (order (364252 
1. .3642574, 
3642587. .3642655, 
3642734. .3642802) ) 
complement ( order (370108 
4. .3701137, 
3701165. .3701224) ) 
complement (order (370130 
1. .3701360, 
3701388. .3701456, 
3701475. .3701543, 
3701571. .3701624, 



/note="2 probable 
helices predicted 
TMHMM2.0 at aa 3 4- 
/note="6 probable 
helices predicted 
TMHMM2.0 at aa 13- 
103-125, 135-157, 
193-215" 



transmembrane 
for BF3050 by 
56 and 61-79" 
transmembrane 
for BF3062 by 
35, 57-79, 
170-189 and 



/note="3 probable transmembrane 
helices predicted for BF3064 by 
TMHMM2.0 at aa 21-39, 140-162 and 
169-188" 

/note="4 probable transmembrane 
helices predicted for BF3076 by 
TMHMM2.0 at aa 27-49, 54-76, 
97-119 and 124-146" 

/note="5 probable transmembrane 
helices predicted for BF3081 by 
TMHMM2.0 at aa 30-52, 73-95, 
110-132, 144-166 and 176-198" 



3701706. 
3701829. 
3701958. 



3701765, 
3701897, 
3702017, 



/note="3 probable 
helices predicted 
TMHMM2.0 at aa 15 
91-108" 

/note="2 probable 
helices predicted 
TMHMM2.0 at aa 9- 
/note="12 probabli 
helices predicted 
TMHMM2.0 at aa 2- 
128-150, 160-178, 
227-246, 267-289, 
358-375, 385-407, 
446-465" 



transmembrane 
for BF3123 by 
■37, 64-86 and 

transmembrane 
for BF3161 by 
28 and 38-55" 
transmembrane 
for BF3162 by 
19, 52-71, 
185-207, 
311-330, 
414-436 and 



3702075. .3702143, 
3702162. .3702218, 
3702246. .3702314, 
3702483. .3702542, 
3702639. .3702692) ) 
complement (order (371581 
3 . .3715881, 
3715891. .3715959, 
3716125. .3716193, 
3716260. .3716328, 
3716347. .3716403, 
3716416. .3716475, 
3716482. .3716550) ) 
complement (order (372237 
2 . .3722440, 
3722453 . .3722512, 
3722549. .3722617, 
3722627. .3722686, 
3722705. .3722773, 



3722831. 
3722960 . 



3722899, 
3723028, 



/note="7 probable transmembrane 
helices predicted for BF3171 by 
TMHMM2.0 at aa 15-37, 40-59, 
64-82, 89-111, 134-156, 212-234 
and 238-260" 



/note="12 probable transmembrane 
helices predicted for BF3176 by 
TMHMM2.0 at aa 12-31, 46-68, 
77-94, 99-121, 134-156, 166-188, 
209-231, 251-273, 280-299, 
303-325, 338-357 and 362-384" 



3723056. .3723124, 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



3723161 . .3723229, 
3723242. .3723295, 
3723320. .3723388, 
3723431. .3723490) ) 
complement (order (373687 
6. .3736944, 
3737062. .3737130, 
3737149 . .3737217, 
3737299. .3737367, 
3737428. .3737496, 
3737509 . .3737577, 
3737614. .3737673, 
3737716 . .3737784, 



3737803. 
3737899. 



3737871, 
3737967, 



3738004. .3738063, 
3738178. .3738237) ) 
complement ( order (374462 
5. .3744693, 
3744706. .3744774, 
3744930, 
3744999, 
3745077, 
3746157, 
3746343, 
3746430, 
3746559, 



3744862 
3744940 
3745018 
3746098 
3746275 
3746371 
3746491 

3746587. .3746655, 
3746668. .3746736, 
3747640. .3747693) ) 
complement ( order (375265 
3. .3752721, 
3752905. .3752973, 
3752998. .3753066, 
3753109. .3753168) ) 
complement ( order (377488 

6. .3774939, 
3774988. .3775056, 
3775138. .3775206, 
3775225. .3775293, 
3775303. .3775356) ) 
complement (order (378082 

7. .3780886, 
3780944. .3781012) ) 
complement ( order (380018 
7. .3800255, 

3800268. .3800336, 
3800397. .3800465, 
3800478. .3800537) ) 
complement (order (380226 
2. .3802330, 
3802391. .3802459, 
3802502. .3802570, 
3802700. .3802765, 
3802823. .3802891, 
3802925. .3802984, 
3803075. .3803128, 
3803162. .3803230) ) 
complement (order (381415 
0. .3814218, 
3814315. .3814383, 
3814396. .3814464, 



/note="12 probable transmembrane 
helices predicted for BF3186 by 
TMHMM2.0 at aa 7-26, 65-84, 
97-119, 129-151, 158-180, 195-214, 
227-249, 254-276, 297-319, 
347-369, 376-398 and 438-460" 



/note="12 probable transmembrane 
helices predicted for BF3192 by 
TMHMM2.0 at aa 13-30, 332-354, 
359-381, 391-413, 434-453, 
463-485, 525-544, 885-904, 
911-930, 934-956, 986-1008 and 
1013-1035" 



/note="4 probable transmembrane 
helices predicted for BF3197 by 
TMHMM2.0 at aa 13-32, 47-69, 
78-100 and 162-184" 

/note="5 probable transmembrane 
helices predicted for BF3209 by 
TMHMM2.0 at aa 17-3 4, 3 8-6 0, 
67-89, 117-139 and 156-173" 



/note="2 probable transmembrane 
helices predicted for BF3213 by 
TMHMM2.0 at aa 52-74 and 94-113" 
/note="4 probable transmembrane 
helices predicted for BF3232 by 
TMHMM2.0 at aa 51-70, 75-97, 
118-140 and 145-167" 

/note="8 probable transmembrane 
helices predicted for BF3234 by 
TMHMM2.0 at aa 15-37, 49-66, 
97-116, 128-150, 170-191, 235-257, 
272-294 and 315-337" 



/note="4 probable transmembrane 
helices predicted for BF3241 by 
TMHMM2.0 at aa 5-24, 119-141, 
146-168 and 201-223" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



3814747. .3814806) ) 
complement (order (384121 
8. .3841286, 
3841305. .3841364, 
3841407. .3841475, 
3841494. .3841550, 
3841560. .3841613, 
3841647. .3841715, 
3841815. .3841883, 
3841920. .3841988, 
3842058. .3842126, 
3842187. .3842255, 
3842412 . .3842471) ) 
complement (order (384251 

5. .3842574, 
3842584. .3842652, 
3842686. .3842754, 
3842797. .3842850, 
3842884. .3842937, 
3842947. .3843015, 
3843049. .3843108) ) 
complement (order (386488 

6. .3864954, 
3864973. .3865041, 
3865204. .3865260, 
3865297. .3865356) ) 
complement (order (388848 
3. .3888551, 

3890808. .3890876) ) 
complement ( order (390555 
6. .3905624, 
3905634. .3905702, 
3905739. .3905807, 
3905850. .3905906, 
3905943. .3906011, 
3906069. .3906137, 
3906216. .3906284, 
3906294. .3906362, 
3906381. .3906449, 
3906507. .3906575, 



3906633. .3906701 
3906744. .3906803) ) 
complement (order (393735 
1 . .3937410, 
3937423. .3937491, 
3937552. .3937620, 
3937648. .3937716, 
3937855. .3937923, 
3938029. .3938097, 
3938116. .3938175, 
3938263. .3938331, 
3938365. .3938433, 



/note="ll probable transmembrane 
helices predicted for BF3260 by 
TMHMM2.0 at aa 16-35, 88-110, 
131-153, 177-199, 212-234, 
268-290, 302-319, 323-341, 
348-370, 385-404 and 411-433" 



/note="7 probable transmembrane 
helices predicted for BF3261 by 
TMHMM2.0 at aa 5-24, 36-58, 62-79, 
91-108, 123-145, 157-179 and 
183-202" 



/note="4 probable transmembrane 
helices predicted for BF3278 by 
TMHMM2.0 at aa 376-395, 408-426, 
481-503 and 510-532" 

/note="2 probable transmembrane 
helices predicted for BF3301 by 
TMHMM2.0 at aa 7-29 and 782-804" 
/note="12 probable transmembrane 
helices predicted for BF3310 by 
TMHMM2.0 at aa 9-28, 43-65, 
85-107, 127-149, 156-178, 182-204, 
231-253, 273-295, 308-326, 
341-363, 376-398 and 402-424" 



/note="15 probable transmembrane 
helices predicted for BF3336 by 
TMHMM2.0 at aa 6-25, 32-51, 61-80, 
87-109, 119-138, 151-173, 188-210, 
222-244, 274-293, 300-322, 
358-380, 427-449, 459-481, 502-524 
and 529-548" 



3938476. 
3938581. 
3938668. 



3938544, 
3938640, 
3938736, 



3938755. .3938814, 
3938842. .3938901, 
3938920. .3938979) ) 
complement (order (395944 
4. .3959512, 
3959555. .3959623, 
3959642. .3959710, 



/note="8 probable transmembrane 
helices predicted for BF3354 by 
TMHMM2.0 at aa 13-30, 60-77, 
84-106, 121-140, 171-193, 217-239, 



3959780. 
3959939. 
3960041. 



3959848, 
3959998, 
3960109, 



246-268 and 283-305" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



3960128. .3960181, 
3960269. .3960322) ) 
complement (order (397324 
3. .3973311, 
3973354. .3973413, 
3973522. .3973590, 
3973648. .3973716, 
3973735. .3973788, 
3974923. .3974991, 
3975010. .3975078, 
3975121. .3975174, 
3975193. .3975246, 
3975256. .3975315, 
3975334. .3975402, 
3975445. .3975513, 
3975607. .3975675, 
3975685. .3975753, 
3975772. .3975840, 
3976816. .3976884) ) 
complement ( order (398555 
6. .3985609, 
3985679. .3985738, 
3985757. .3985825, 
3985838.-3985897) ) 
complement ( order (399663 
9. .3996707, 
3996735. .3996788, 
3996813. .3996881, 
3996894. .3996962, 
3997158. .3997217, 
3997275. .3997343, 
3997380. .3997439, 
3997482. .3997550, 
3997608. .3997676, 
3997734. .3997787, 
3997806. .3997874) ) 
complement (order (400244 
8. .4002507, 
4002517. .4002585, 
4002646 . . 4002714, 
4002742. .4002810, 
4002844. .4002912, 
4003036. .4003104, 
4003162. .4003230) ) 
complement ( order (400330 
2. .4003370, 
4003380. .4003433, 
4003494. .4003598, 
4003746. .4003814) ) 
complement (order (408086 
2. .4080921, 
4080955. .4081014, 
.4081086, 
. 4081173, 
. 4081284, 



/note="16 probable transmembrane 
helices predicted for BF3368 by 
TMHMM2.0 at aa 13-35, 361-383, 
390-412, 416-438, 470-492, 
507-529, 536-555, 559-576, 
583-600, 615-637, 644-666, 
1045-1062, 1069-1091, 1111-1133, 
1170-1189 and 1204-1226" 



4081027. 
4081105. 
4081216 . 
4081318. .4081386, 
4081444. .4081512, 



/note="4 probable transmembrane 
helices predicted for BF3373 by 
TMHMM2.0 at aa 5-24, 29-51, 58-77 
and 101-118" 

/note="ll probable transmembrane 
helices predicted for BF3384 by 
TMHMM2.0 at aa 22-44, 51-68, 
88-110, 130-152, 167-186, 199-221, 
241-260, 326-348, 353-375, 384-401 
and 411-433" 



/note="7 probable transmembrane 
helices predicted for BF3391 by 
TMHMM2.0 at aa 15-37, 57-79, 
121-143, 155-177, 187-209, 230-252 
and 256-275" 



/note="4 probable transmembrane 
helices predicted for BF3392 by 
TMHMM2.0 at aa 50-72, 122-156, 
177-194 and 198-220" 

/note="10 probable transmembrane 
helices predicted for BF3456 by 
TMHMM2.0 at aa 4-25, 32-54, 
91-113, 126-148, 168-190, 202-224, 
239-261, 268-287, 292-311 and 
323-342" 



4081549. 
4081726. 



4081617, 
4081794, 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



4081813 . . 4081878) ) 
complement ( order ( 40 8 792 
1. .4087989, 
4088002. .4088070, 
. 4088175, 
. 4088274, 
.4088379, 
. 4088520, 
.4088634, 
.4088712, 



4088107. 
4088206. 
4088311. 
4088452 . 
4088566. 
4088644. 
4088749 . 
4088821. .4088889, 
4088950. .4089018, 
4089046. .4089114) ) 
complement ( order (40892 4 
7. .4089300, 
4089310. .4089369, 
4089463. .4089531, 
4089574. .4089633, 
4089658. .4089726, 
4089739 . . 4089792, 
4089829. .4089897, 
4089913. .4089966, 
4090003. .4090071, 
4090099. .4090167, 
4090234. .4090302) ) 
complement (order (411355 
3. .4113612, 
4113685. .4113753, 
4114498. .4114566) ) 
complement ( order (415400 
4. .4154072, 
4154142. .4154210, 
4154244. .4154312, 
4154370 . . 4154438) ) 
complement ( order (415458 
0 . . 4154648, 
4154691. .4154759, 
4154985. .4155053, 
4155213 . . 4155272) ) 
complement (order (416400 
9 . . 4164077, 
4164186 . . 4164254, 
4164282 . . 4164350, 
4164387. .4164455, 
4164468 . . 4164527, 
4164585. .4164653) ) 
complement ( order (423235 
3. .4232421, 
4232458. .4232526, 
4232587. .4232655, 
4232683. .4232751, 
4232866 . . 4232934, 
4232962. .4233030) ) 
complement (order (424916 
2 . . 4249230, 
4249249 . . 4249311, 
4249324. .4249392, 
4249453 . . 4249521, 
4249597. .4249665, 
4249684. .4249752, 
4249858. .4249926, 



/note="12 probable transmembrane 
helices predicted for BF3463 by 
TMHMM2.0 at aa 22-44, 54-76, 
97-119, 124-143, 156-178, 182-204, 
220-242, 267-289, 302-324, 
335-357, 370-392 and 397-419" 



/note="ll probable transmembrane 
helices predicted for BF3464 by 
TMHMM2.0 at aa 5-27, 50-72, 
82-104, 117-134, 140-162, 175-192, 
197-219, 228-247, 262-284, 316-335 
and 339-356" 



/note="3 probable transmembrane 
helices predicted for BF3491 by 
TMHMM2.0 at aa 107-129, 378-400 
and 425-444" 

/note="4 probable transmembrane 
helices predicted for BF3529 by 
TMHMM2.0 at aa 7-29, 49-71, 83-105 
and 129-151" 

/note="4 probable transmembrane 
helices predicted for BF3530 by 
TMHMM2.0 at aa 5-24, 78-100, 
176-198 and 213-235" 

/note="6 probable transmembrane 
helices predicted for BF3540 by 
TMHMM2.0 at aa 13-35, 55-74, 
79-101, 114-136, 146-168 and 
205-227" 



/note="6 probable transmembrane 
helices predicted for BF3589 by 
TMHMM2.0 at aa 7-29, 39-61, 
100-122, 132-154, 175-197 and 
210-232" 



/note="ll probable transmembrane 
helices predicted for BF3601 by 
TMHMM2.0 at aa 22-44, 59-81, 
101-123, 143-165, 186-208, 
244-266, 273-295, 321-343, 
364-386, 391-411 and 418-440" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



4265698. 
4265809. 
4265911 . 
4266007. 
4266079. 
4266190. 



4249987. .4250055, 
4250113 . . 4250181, 
4250239 . . 4250307, 
4250350. .4250418) ) 
complement ( order (426547 
6 . . 4265544, 
4265620. .4265679, 
. 4265766, 
. 4265877, 
. 4265979, 
.4266060, 
.4266147, 
.4266258) ) 
complement ( order (429056 
9. .4290637, 
4291331 . . 4291399) ) 
complement ( order (430456 
2. .4304615, 
4304634. .4304702, 
4304850. .4304918, 
4304937. .4304990, 
4305000. .4305068, 
4305087. .4305146, 
4305156. .4305209, 
4305243. .4305296, 
4305306 . . 4305359, 
4305417. .4305470) ) 
complement (order (433569 
1 . . 4335744, 
4335763. .4335831, 
.4336020, 
.4336107, 
.4336194, 
.4336281, 
.4336407, 
.4336509, 
.4337094, 
.4337172, 
.4337250) ) 
complement (order (433965 
8. .4339726, 
4339739. .4339807, 
.4339933, 
.4340014, 
. 4340149, 
.4340263, 
.4340389, 
. 4340494, 



4335952. 
4336039. 
4336135. 
4336213. 
4336339. 
4336441. 
4337026. 
4337113. 
4337182. 



4339865. 
4339946. 
4340090. 
4340210 . 
4340321 . 
4340426 . 

4340567. .4340626, 
4340717. .4340776, 
4340834. .4340893) ) 
complement ( order (434630 
9. .4346368, 
4346378 . . 4346446, 
4346507. .4346575, 
4346594. .4346662, 
4346681 . . 4346734, 
4346744. .4346812, 
4346831. .4346890, 
4346900. .4346953, 
4346987. .4347040, 
4347050. .4347103, 



/note="8 probable transmembrane 
helices predicted for BF3614 by 
TMHMM2.0 at aa 19-41, 56-78, 
85-102, 112-134, 146-168, 183-205, 
212-231 and 257-279" 



/note="2 probable transmembrane 
helices predicted for BF3635 by 
TMHMM2.0 at aa 5-27 and 259-281" 
/note="10 probable transmembrane 
helices predicted for BF3648 by 
TMHMM2.0 at aa 4-21, 41-58, 62-79, 
91-108, 112-131, 138-160, 164-181, 
188-210, 260-282 and 289-306" 



/note="ll probable transmembrane 
helices predicted for BF3671 by 
TMHMM2.0 at aa 12-34, 38-57, 
64-86, 259-281, 293-315, 335-357, 
364-383, 393-415, 422-444, 485-507 
and 514-531" 



/note="ll probable transmembrane 
helices predicted for BF3674 by 
TMHMM2.0 at aa 26-45, 65-84, 
115-134, 159-181, 194-216, 
236-253, 274-293, 319-341, 
346-368, 388-410 and 415-437" 



/note="ll probable transmembrane 
helices predicted for BF3682 by 
TMHMM2.0 at aa 4-21, 41-58, 62-79, 
91-108, 112-131, 138-160, 164-181, 
188-210, 217-239, 260-282 and 
286-305" 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



misc-f eature 



4347161 . . 4347214) 
complement ( order ( 
3..4349992, 
4350011. .4350070, 



4350083. 
4350188. 
4350314. 
4350401 . 
4350512. 
4350629. 
4350839. 
4350911. 



4350151, 
4350256, 
4350382, 
4350469, 
4350571, 
4350697, 
4350892, 
4350967) 



complement ( order ( 
2. .4355530, 



4355540. 
4355651 . 
4355732. 
4355819. 
4355915. 
4356140. 
4356311. 
4356482. 
4356569. 
4356704. 
4356815. 



4355593, 
4355719, 
4355785, 
4355887, 
4355983, 
4356199, 
4356406, 
4356541, 
4356637, 
4356772, 
4356883) 



complement (order 
5. .4369453, 



4369466. 
4369595. 
4369658. 
4369754. 
4369907. 
4370036. 
4370114. 
4370219 . 
4370303. 
4370381. 
4370507. 



4369534, 
4369648, 
4369717, 
4369822, 
4369975, 
4370104, 
4370182, 
4370287, 
4370362, 
4370449, 
4370575) 



complement ( order ( 
5. .4399423, 
4400063. .4400131, 
4400180 . . 4400233, 
4400276 . . 4400344, 
4400363 . . 4400431) 
complement ( order ( 
4. .4407702, 
4407781 . . 4407849, 
4408087. .4408146) 
complement ( order ( 
6 . . 4428124, 
4428581 . . 4428649, 
4428854. .4428913, 
4428947. .4429006) 
complement ( order ( 
9. .4503307, 
4503608. .4503676, 
4503686 . . 4503754, 
4503905. .4503973, 
4504016 . . 4504084) 
complement ( order ( 
9. .4538857, 
4538900. .4538968, 



/note="10 probable transmembrane 
helices predicted for BF3686 by 
TMHMM2.0 at aa 4-22, 29-46, 
94-116, 136-155, 170-192, 199-221, 
241-263, 276-298, 303-322 and 
329-348" 



/note="12 probable transmembrane 
helices predicted for BF3692 by 
TMHMM2.0 at aa 9-31, 46-6 8, 
91-113, 123-142, 168-199, 237-256, 
309-331, 341-363, 375-392, 
397-419, 439-456 and 460-482" 



/note="12 probable transmembrane 
helices predicted for BF3708 by 
TMHMM2.0 at aa 7-29, 49-71, 78-97, 
103-125, 138-160, 164-186, 
207-229, 258-280, 293-312, 
316-333, 354-376 and 381-403" 



■ /note="5 probable transmembrane 
helices predicted for BF3730 by 
TMHMM2.0 at aa 61-83, 90-112, 
127-144, 161-183 and 397-419" 



/note="3 probable transmembrane 
helices predicted for BF3739 by 
TMHMM2.0 at aa 43-62, 142-164 and 
191-213" 

■ /note="4 probable transmembrane 
helices predicted for BF3750 by 
TMHMM2.0 at aa 10-29, 41-60, 
129-151 and 304-326" 

/note="5 probable transmembrane 
helices predicted for BF3812 by 
TMHMM2.0 at aa 177-199, 214-236, 
287-309, 313-335 and 436-458" 



/note="12 probable transmembrane 
helices predicted for BF3852 by 
TMHMM2.0 at aa 7-26, 333-352, 



misc-f eature 



misc-f eature 



misc-f eature 



4539029. 
4539116. 
4539203. 
4540220 . 
4540388 . 
4540484. 
4540658. 
4540721 . 
4540799. 
4541777. 



4539088, 
4539184, 
4539259, 
4540288, 
4540456, 
4540552, 
4540711, 
4540780, 
4540858, 
4541836) 



complement ( order ( 
8. .4544196, 
4544224. .4544292, 



4544350. 
4544527. 
4544719 . 
4544896 . 
4545025. 
4545199. 



4544418, 
4544595, 
4544787, 
4544964, 
4545093, 
4545267) 



complement ( order ( 
8. .4552826, 
4552836. .4552904, 



4553745. 
4553856. 
4554327. 
4554408. 
4554513. 
4554594. 



4553813, 
4553924, 
4554380, 
4554476, 
4554581, 
4554662) 



complement (order ( 
3. .4561361, 
4561404. .4561472, 
4561533. .4561601, 
4561614. .4561682) 
complement ( order ( 
7. .4608176, 
4608204. .4608272, 



4608309. .4608368, 
4608603. .4608656, 
4608675. .4608734, 
4608762. .4608815, 
4608834. .4608902, 
4608930. .4608998, 
4609059. .4609112, 
4609254. .4609313, 
4609332. .4609385, 
4609428. .4609496) ) 

misc-feature complement ( order ( 46 
0. .4611458, 
4611486. .4611554, 
4611615. .4611683, 
4611786. .4611854) ) 

misc-feature complement (order (463128 
3. .4631342, 
4631928. .4631981) ) 

misc-feature complement (order (463203 
9. .4632107, 
4632117. .4632185, 

< User Break > 

< User Break > 



359-378, 382-399, 435-457, 

467-489, 523-545, 866-884, 

891-913, 923-942, 963-985 and 
1000-1022" 



/note="8 probable transmembrane 
helices predicted for BF3856 by 
TMHMM2.0 at aa 422-444, 480-502, 
523-545, 582-604, 646-668, 
705-727, 747-769 and 779-801" 



■ /note="8 probable transmembrane 
helices predicted for BF3863 by 
TMHMM2.0 at aa 97-119, 124-146, 
159-181, 191-208, 343-365, 
380-402, 683-705 and 709-731" 



/note="4 probable transmembrane 
helices predicted for BF3871 by 
TMHMM2.0 at aa 32-54, 59-81, 
102-124 and 139-161" 

/note="12 probable transmembrane 
helices predicted for BF3912 by 
TMHMM2.0 at aa 5-27, 42-59, 66-85, 
133-150, 171-193, 203-225, 
232-249, 259-278, 285-302, 
381-400, 413-435 and 445-464" 



/note="4 probable transmembrane 
helices predicted for BF3914 by 
TMHMM2.0 at aa 9-31, 66-88, 
109-131 and 141-163" 

/note="2 probable transmembrane 
helices predicted for BF3925 by 
TMHMM2.0 at aa 13-30 and 226-245" 
/note="12 probable transmembrane 
helices predicted for BF3926 by 
TMHMM2.0 at aa 12-34, 54-76, 



-User Break-- 
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'TIT' IS NOT A VALID FORMAT 

In a multifile environment, a format can only be used if it is valid 
in at least one of the files. Refer to file specific help messages 
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LOCUS (LOC) : 
GenBank ACC . NO. (GBN) 
GenBank VERSION (VER) 
CAS REGISTRY NO. (RN) 
SEQUENCE LENGTH (SQL) 
MOLECULE TYPE (CI) : 
DIVISION CODE (CI) : 
DATE (DATE) : 
DEFINITION (DEF) : 

KEYWORDS (ST) : 
SOURCE: 
ORGANISM (ORGN) : 



PROJECT (PJID) : 

REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 



JOURNAL (SO) : 
REFERENCE: 

AUTHOR (AU) : 



GenBank (R) 
GI:122087364 



TITLE (TI) : 



JOURNAL (SO) : 
REFERENCE: 

AUTHOR (AU) : 
TITLE (TI) : 
JOURNAL (SO) : 



enterocolitica 8081 
enterocolitica 8081 



AM286415 
AM286415 
AM286415.1 
917704-63-3 
4615899 
DNA; circular 
Bacteria 
29 Oct 2008 

Yersinia enterocolitica subsp. enterocolitica 8081 
complete genome, 
complete genome 

Yersinia enterocolitica subsp. 
Yersinia enterocolitica subsp. 
Bacteria; Proteobacteria; Gammaproteobacteria; 
Enterobacteriales; Enterobacteriaceae ; Yersinia 
GenomeProject : 190 
1 

Delihas,N. 

Annotation and evolutionary relationships of a small 
regulatory RNA gene micF and its target ompF in 
Yersinia species 

(er) BMC Microbiol., 3, 13 (2003) 

2 

Thomson, N.R. ; Howard, S.; Wren,B.W.; Holden, M. T . ; 
Crossman, L. ; Challis, G . L . ; Churcher , C . ; Mungall,K.; 
Brooks, K.; Chillingworth, T . ; Feltwell , T . ; Abdellah,Z. 
Hauser,H.; Jagels,K.; Maddison, M. ; Moule,S.; 
Sanders, M. ; Whitehead, S . ; Quail, M. A.; Dougan,G.; 
Parkhill, J. ; Prentice, M. B . 

The complete genome sequence and comparative genome 

analysis of the high pathogenicity Yersinia 

enterocolitica strain 8081 

PLoS Genet., 2 (12), E206 (2006) 

3 (bases 1 to 4615899) 

Thomson, N.R. 

Direct Submission 

Submitted ( 3 0-JUN-2 0 0 6 ) Thomson N.R., Pathogen 
Sequencing Unit, The Wellcome Trust Sanger Institute, 
Genome Campus, Hinxton, Cambridge, CB10 ISA, UNITED 
KINGDOM 



FEATURES (FEAT) : 

Feature Key Location Qualifier 



source 1.. 4615899 /organism=" Yersinia enterocolitica 

subsp. enterocolitica 8081" 
/mol-type="genomic DNA" 
/strain="80 81" 

/ sub-species="enterocolitica" 
/db-xr e f ="taxon:393305" 
gene complement ( 270 .. 710 ) /locus-tag="YE0001" 

CDS complement (270 .. 710) /locus-tag="YE0001" 



misc-f eature complement (273 . . 704) 



gene complement ( 802 . 

CDS complement ( 802 . 



misc-f eature complement ( 86 8 . . 1173 ) 



misc-f eature complement (1111. .1191) 



misc-f eature complement (1129. .1194) 



1449. .2441 



/codon-start=l 
/transl-table=ll 

/product= "putative f lavoprotein" 

/protein-id="CAL10146 .1" 

/db-xref="GI : 122087365" 

/db-xref="GOA:AUHQ8" 

/db-xref="InterPro: IPR001094" 

/db-xref="InterPro: IPR008254" 

/db-xref="InterPro: IPR015702" 

/db-xref="UniProtKB/TrEMBL:AUHQ8" 

/ translation="MADITLISGSTLGSAEYVAE 

HLAEKLEEAGFTTETLHGPELDEL 

TLDGMWLIITSTHGAGDLPDNLQPLLEQIEQQRP 

DLSQVRFGAVGLGSSEYDTFCGAV 

RKLDQQLIIQGAIRVGDILEIDVIKHEIPEDPAE 

IWVKNWINLL" 

/locus-tag="YE0001" 

/ inf erence="protein 

motif :PFAM:PF00258" 

/note="Pfam match to entry PF00258 

flavodoxin, Flavodoxin, score 

117.3, E-value 1.9e-32" 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/codon-start=l 

/transl-table=ll 

/product="regulatory protein" 

/protein-id="CALl 0 14 7.1" 

/db-xref="GI: 122087366" 

/db-xref="GOA:AUHQ9" 

/db-xref="InterPro: IPR000485" 

/db-xref="InterPro: IPR0 11991" 

/db-xref="UniProtKB/TrEMBL:AUHQ9" 

/ translation="MSEIYQIDNLDRGILNALME 

NARTP' ■TIHVRV 

E KMRQ AG I ITAACVHVNPKQLGYDVCCFIGI I LK 

SAKDYPSALKKLESLEEWEAYYT 

TGHYSIFIKVMCKSIDALQQVLINKIQTIDEIQS 

TETLISLQNPIMRTIVP " 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/inf erence=" protein 

motif :PFAM:PF0103 7" 

/note="Pfam match to entry PF01037 

ASNC-trans-reg, AsnC family, score 

61.4, E-value 1.2e-15" 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/inf erence= "protein 

motif :Prosite:PS0 0519" 

/note="PS00519 Bacterial 

regulatory proteins, asnC family 

signature . " 

/gene="asnC" 

/locus-tag="YE0 0 02" 

/not e=" Predicted helix- turn-helix 

motif with score 1765.000, SD 5.20 

at aa 24-45, sequence 

TPYAELAKNFGVSPGTIHVRVE" 

/gene="asnA" 



/locus-tag="YE0 0 03" 
CDS 1449.. 2441 /gene="asnA" 

/locus-tag="YE0 0 03" 

/codon-start=l 

/transl-table=ll 

/product="aspartate-ammonia 

ligase" 

/protein-id="CAL10148 .1" 
/db-xref="GI : 122087367" 
/db-xref="GOA:AUHR0" 
/db-xref="InterPro: IPR004618" 
/db-xref="InterPro: IPR006195" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HRO" 

/ translation="MKKQFIQKQQQISFVKSFFS 

RQLEQQLGL IE VQAP I L SRVGDGT 

QDNLSGSEKAVQVKVKSLPDATFEWHSLAKWKR 

KTLGRFDFGADQGIYTHMKALRPD 

EDRLSAIHSVYVDQWDWERVMGDGERNLAYLKST 

VNKIYAAIKETEAAISAEFDIKPF 

LPEQIHFIHSESLRAKFPDLDAKGRERAIAKELG 

AVFLIGIGGKLADGKSHDVRAPDY 

DDWTSPSAEGFAGLNGDI I VWNPVLEDAFE I S SM 

GIRVDAEALKRQLALTSDEDRLKL 

EWHQSLLNGEMPQTIGGGIGQSRLVMLLLQQQHI 

GQVQCGVWGPE I SEKVEGLL" 

misc-feature 1455.. 2186 /gene="asnA" 

/locus-tag="YE0 0 03" 

/ infer ence= "protein 

motif :PFAM:PF03 59 0" 

/note="Pfam match to entry PF03590 

AsnA, Aspartate-ammonia ligase, 

score 597.7, E-value 4.6e-177" 

misc-feature 2055.. 2078 /gene="asnA" 

/locus-tag="YE0003" 
/ infer ence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

gene 2595.. 3266 /locus-tag="YE0004" 

CDS 2595.. 3266 /locus-tag="YE0004" 

/inf erence="similar to 
sequence: INSDC:AE0 01 895" 
/inf erence="similar to 
sequence: INSDC:AL6 46 078" 
/note="Similar to Ralstonia 
solanacearum probable 
transmembrane protein RSP0410 or 
RS00867 SWALL:Q8XSQ7 
(EMBL:AL646078) (224 aa) fasta 
scores: E(): 7 . 3e-36 , 46 . 54 38d in 
217 aa, and to Deinococcus 
radiodurans hypothetical protein 
DR0351 SWALL:Q9RXG2 
(EMBL:AE001895) (227 aa) fasta 
scores: E(): 3.7e-17, 31.67 38d in 
221 aa" 

/codon-start=l 
/transl-table=ll 
/product="putative membrane 
protein" 

/protein-id="CAL10149 .1" 



misc-f eature 



join(2643. .2711, 
2721. .2777, 2838. 
2934. .3002, 3192. 



2906, 
3260) 



/db-xref="GI : 122087368" 
/db-xref="InterPro: IPR009781" 
/db-xref="UniProtKB/TrEMBL:AUHRl" 
/ trans lation="MARFHPLRHYSHARPRLLLS 
VGAGIIAYFLLPSHFTVLLRVMVS 
WNIFAWLYLLFLWLQLLRNDPKKIRLIARVQDES 
ASMVLS I VSMACLAS I LVI LFEL S 
TANQLSGSAKAFHLVLTGMTLLVSWLLLPTAFTM 
HYAHLFYLSRDESDAVLPLIFPKE 
VTEPTYWDFLYFSFTIGVASQTADVSTGTSDIRR 
WLLQSVLSFIFNMTILGLSINVG AGLLN" 
/locus-tag="YE0004" 



complement (3276 . . 4742) 
complement (3276. .4742) 



misc-f eature complement (4035. .4100) 



complement ( 4746 . 
complement ( 4746 . 



6254) 
6254) 



/inf erence=" protein 

motif :TMHMM: 2.0" 

/note="5 probable transmembrane 

helices predicted for YE0004 by 

TMHMM2.0 at aa 17-39, 43-61, 

82-104, 114-136 and 200-222" 

/locus-tag="YE0 0 05" 

/locus-tag="YE0 0 05" 

/codon-start=l 

/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10150 .1" 
/db-xref="GI: 122087369" 
/db-xref="InterPro: IPR002035" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR3 " 

/ translation="MLSLATLDLLLSISESELIE 

EMWGLLASPQLAIFFEKFPRIKR 

ALMKDIPi LANEFALYQ 

QSQLEDSPLFYAHLPQIWQLQQW 

HSPFATQAKTLLHTADLERNPQTGDSFQTLFLQR 

WRVSLTLQTITIHHQLLEQEREQL 

LAELQQRLALSGALEPILATNDGAAGRLWDMSQG 

HLQRGDYQLLLQYGDFLQQQPELQ 

QLAEQLGRSRSAKAQPTPDARFEPYTVMVRQPDT 

VPEEVSGIHQSNDILRLLPTELVM 

LGMSELEFEFYRRLLERRLLTYRLQGDNWQEKTL 

QRPISLKSHDEQPRGPFIVCVDTS 

GSMGGFSEQCAKAFCLALLRIALEDNRRCYIMLF 

ATEIIHYELSSASGIEQAIRFLSQ 

HFRGGTDLAACLSSTLSKMEERDWYDADAVI I SD 

FIAQRLPEELIRKIKIQQQAHQHR 

FHAVAMSAYGKPGIMRIFDHIWRFDTGLKSRLIR 

RWKR" 

/locus-tag="YE0 0 05" 

/not e=" Predicted helix- turn-helix 

motif with score 997.000, SD 2.58 

at aa 215-236, sequence 

PELQQLAEQLGRSRSAKAQPTP " 

/locus-tag="YE0 0 06" 

/locus-tag="YE0 0 06" 

/ codon-start=l 

/transl-table=ll 

/product=" conserved hypothetical 
protein" 

/protein-id="CAL10151 .1" 
/db-xref="GI : 122087370" 



/db-xref="G0A:AUHR5" 
/db-xref="InterPro: IPR003593" 
/db-xref="InterPro: IPR011704" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR5" 

/ trans lation="MAQSSQLAERISRLS SALES 

GLYERQEAIRLCLLAALSGESVFL 

LGPPGIAKSLIARRLKFAFRNARAFEYLMTRFST 

PEEVFGPLSIQALKEEGRYQRMTG 

GYLPEAEIVFLDEIWKAGPAILNTLLTAINERRF 

RNGDREDSIPMRLLVTASNELPDA 

DSSLEALYDRMLIRLWLDRVQEKQNFRSLLLSRQ 

NENHNPVAENLS I SDEEFYQWQPL 

IDKIALPDNCFELIFQLRQQLSAQEQAPYVSDRR 

WKKALRLLQAS AFFSGRDE I TP I D 

LILLKDCLWHDLSSLKLLQQQLEQLLTEHGYQQQ 

SLLMKLQHIHAQWLKHQQQQSDHQ 

ALTVTKQSGMFSRKPQYSLPDHLTDSTLTLFLQK 

PLSLHDIQVNHLQIEKEMLVQWLN 

KGGVLRAKLNGVGYAQSIDAEVDDQLHITVLDVS 

RQSSILSQPGASTASVPPELLVEL 

AELENSLAEQRRLFSQHQPCLFTPSSWLAKIEAS 

LLNVAEQVKQLQQKLRGH" 

gene 6708.. 8435 /gene="kup" 

/locus-tag="YE0007" 
/note=" synonym: trkD" 

CDS 6708.. 8435 /gene="kup" 

/locus-tag="YE0007" 
/ codon-start=l 
/transl-table=ll 
/product="potassium transport 
protein" 

/protein-id="CAL10152 .1" 
/db-xref="GI : 122 0 8 73 71" 
/db-xref="GOA:AUHR6" 
/db-xref="InterPro: IPR003855" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR6 " 

/ translation="MVFGFLSLIFWMLILIVSVK 

YLTYVMRADNAGEGGILTLMSLAG 

RNTSSRATSILVILGLIGGSFFYGEWITPAISV 

MSAIEGLEIAAPALDPYIVPCSIA 

VLTLLFVIQKHGTGSVGKLFAPVMLVWFLTLALL 

GLRS I IANPEVLAALNPKWAI SFF 

TEYKSVSFFALGAWLAITGVEALYADMGHFGKF 

P I RLAWFTWL P S L VLN YFGQGAL 

LLKNPEAIKNPFFLLAPDWALIPLLILATLATVI 

ASQAVI SGVF S LTRQAVRLGYLPP 

MRIIHTSEMESGQIYIPVINWTLYLAWLVIVGF 

ERSSNLAAAYGIAVTGTMVITSVL 

FCTVALKNWHWNRFFVYFLLVALLVIDVPMFSAN 

ALKLF S GGWL P L S L G L VMF I I MT T 

WKSERFSLLRRMHEHGNSLEAMIASLEKSPPVRV 

PGTAVYMSRAMNVIPFALLHNLKH 

NKVLHDRWLLTLRTEDAPYVHNVNRVTIEQLSP 

TFWRWASYGWRETPNVEEIFHRC 

GLEGLPCQMMETSFFMSHESLILTKRPWYLFLRG 

KLFIALSRNALRAADQFEIPPNRV 

IELGTQVEI " 

misc-f eature 6711.. 8432 /gene="kup" 

/locus-tag="YE0007" 
/ inf erence="protein 



misc-f eature join (6717 .. 6785, 

6870. .6938, 6966. .7034, 
7068. .7136, 7194. .7262, 
7299. .7367, 7425. .7493, 
7566. .7634, 7662. .7730, 
7749 . . 7802, 7830 . . 7886) 



8606. .9025 
8606. .9025 



gene 
CDS 



9033. .10535 



9033. .10535 



motif :PFAM:PF02 705" 

/note="Pfam match to entry PF02705 
K-trans, K+ potassium transporter, 
score 854.9, E-value 1.7e-254" 
/gene="kup" 



/locus-tag="YE0007" 
/inf erence=" protein 
motif :TMHMM: 2.0" 

/note="ll probable transmembrane 
helices predicted for YE0007 by 
TMHMM2.0 at aa 4-26, 55-77, 
87-109, 121-143,163-185, 198-220, 
240-262, 287-309, 319-341, 348-365 
and 375-393" 
/locus-tag="YE0008" 
/locus-tag="YE0008" 
/ codon-start=l 
/transl-table=ll 
/product="ribose permease" 
/protein-id="CAL10153 .1" 
/db-xref="GI : 122 0 8 73 72" 
/db-xref="GOA:AUHR8" 
/db-xref="InterPro: IPR0 0 7 721" 
/db-xref="UniProtKB/Swiss-Prot :A1J 
HR8 " 

/ translation="MKKGALLNSDISAVISRLGH 
TDQIVIGDAGLPIPATTTRIDLAL 
TQGVPGFLQVFEWTQEMQVESAYLAQEIVKNNP 
QLHETLLAQLSQLEQHQGNQIALH 
YISHEAFKEQTKQSRAVIRSGECSPFANI ILCSG 
VTF " 

/gene="rbsA" 
/locus-tag="YE0 0 09" 
/gene="rbsA" 
/locus-tag="YE0 0 09" 
/inf erence="similar to 
sequence: INSDC:AL6 27280" 
/inf erence="similar to 
sequence : UniProtKB : P0 49 83" 
/note="Similar to Escherichia coli 
ribose transport ATP-binding 
protein RbsA SWALL : RBSA-ECOLI 
(SWALL:P0 49 83) (501 aa) fasta 
scores: E(): 2.7e-148, 85.83 38d 
in 494 aa, and to Salmonella typhi 
high affinity ribose transport 
protein STY896 SWALL : Q8Z2R4 
(EMBL:AL627280) (501 aa) fasta 
scores: E(): l.le-147, 85.62 38d 
in 494 aa" 
/ codon-start=l 
/transl-table=ll 
/product="putative ribose 
transport ATP-binding protein" 
/protein-id="CAL10154. 1" 
/db-xref="GI : 122087373" 
/db-xref="GOA:AUHSl" 



misc-feature 9120.. 9683 



misc-feature 9141.. 9164 



misc-feature 9864.. 10445 



misc-feature 10218.. 10262 



gene 
CDS 



10623. .11588 
10623. .11588 



/db-xref="InterPro: IPR003439" 

/db-xref="InterPro: IPR003593" 

/db-xref="InterPro: IPR015861" 

/db-xref="UniProtKB/TrEMBL:AUHSl" 

/ trans lation=" MQPLLQLKGIDKAFPGVKAL 

SGAALSVYPGRVMALVGENGAGKS 

TMMKVLTGIYNKDAGSQHFLGKEWFNGPKESQE 

AGIGIIHQELNLIPQLTIAENIFL 

GREFVNHFGG I DWKKMYAE AD L L LARLN I S Y S S H 

RLVGELSIGDQQMVEIAKVLSFES 

KVIIMDEPTDALTDTETASLFNVIKELKAEGRGI 

VYISHRLKEIFEICDDVTVFRDGQ 

FIAEKPVNTLTENALIEMMVGRKLEEQYPRLNLP 

RGEKRLQVKQLCGPGVENVNFTLY 

SGEILGVAGLMGAGRTELMKI IYGALPRKSGFVM 

LDGREWTHSPQDGLANGIVYISE 

DRKRDGLVLGMSVKENMSLTALRYFSRSGGSLKH 

ADEQQAVADFIRLFNIKTPSMEQP 

IGLLSGGNQQKVAIARGLMTRPKVLILDEPTRGV 

DVGAKKEIYQLINQFKQEGLSIIL 

VSSEMPEVLGMSDRI IVMHEGQLSGEFS IEQATQ 

EVLMAAAVGKRDLLEK" 

/gene="rbsA" 

/locus-tag="YE0 0 09" 

/ infer ence= "protein 

motif :PFAM:PF00005" 

/note="Pfam match to entry PF00005 

ABC-tran, ABC transporter, score 

173.1, E-value 3e-49" 

/gene="rbsA" 

/locus-tag="YE0009" 

/inf erence= "protein 

motif :Prosite:PS00017" 

/note="PS00017 ATP/GTP-binding 

site motif A (P-loop)." 

/gene="rbsA" 

/locus-tag="YE0 0 09" 

/ inf erence="protein 

motif :PFAM:PF00005" 

/note="Pfam match to entry PF00005 

ABC-tran, ABC transporter, score 

134.4, E-value 1.3e-37" 

/ gene="rbsA" 

/locus-tag="YE0 0 09" 

/ inf erence="protein 

motif :Prosite:PS00211" 

/note="PS00211 ABC transporters 

family signature." 

/gene="rbsC" 

/locus-tag="YE0010" 

/gene="rbsC" 

/locus-tag="YE0010" 

/ codon-start=l 

/transl-table=ll 

/product="putative sugar transport 
system, permease protein" 
/protein-id="CAL10155 .1" 
/db-xref="GI : 122087374" 
/db-xref="GOA:AUHS2" 
/db-xref="InterPro: IPR001851" 
/db-xref="UniProtKB/TrEMBL:AUHS2" 
/ trans lation= "MS SQTINTKRWFSKEWLLEQ 



sig-peptide 



misc-f eature 



10623. .10748 



join(10686. .10754, 
10815. .10883, 
10979, 
11066, 
11192, 
11351, 
11513) 



10911 
10998 
11124 
11283 
11445 



misc-feature 10746.. 11582 



gene 
CDS 



11760 . . 12647 



11760. .12647 



KSLIALLVLIAWSSLSPNFFTLN 
NMFN I LQQT S VNAIMAVGMT LVILTSGIDLSVGS 
LLALTGAVAAS IVGLEVNALVAVG 
AALALGAFVGG I TGVI VAKGKVQAF I ATLVMMLL 
LRGVTMVYTNGSPINTGFTDVADT 
FGWFGIGRPLGIPTPIWLMAIVFIAAWYMLHHTR 
LGRYIYALGGNESATRLSGISVDK 
VKI I VYSLCGL LAALAG I I EVARL S S AQPTAGTG 
YELDAIAAWLGGTSLAGGKGQIV 
GTLIGALILGFLNNGLNLLGVSSYYQMIVKAVVI 
LLAVLVDNKKQ " 
/gene="rbsC" 
/locus-tag="YE0010" 
/note="Signal peptide predicted 
for YE0010 by SignalP 2.0 HMM 
(Signal peptide probabilty 0.969) 
with cleavage site probability 
0.169 between residues 42 and 43" 
/gene="rbsC" 



/locus-tag="YE0010" 

/ inf erence="protein 

motif :TMHMM: 2.0" 

/note="7 probable transmembrane 

helices predicted for YE0010 by 

TMHMM2.0 at aa 22-44, 65-87, 

97-119, 126-148,168-190, 221-243 

and 275-297" 

/gene="rbsC" 

/locus-tag="YE0010" 

/inf erence= "protein 

motif :PFAM:PF02 653" 

/note="Pfam match to entry PF02653 
BPD-transp-2 , Branched-chain amino 
acid transport system / permease 
component, score 3.4, E-value 
7.7e-07" 
/ gene="rbsB" 
/locus-tag="YE0011" 
/note="synonyms : prlB, rbsP" 
/gene="rbsB" 
/locus-tag="YE0011" 
/inf erence="similar to 
sequence :UniProtKB:P02925" 
/inf erence="similar to 
sequence : UniProtKB : P02926 " 
/note="Similar to Escherichia coli 
D-ribose-binding periplasmic 
protein precursor RbsB or RbsP or 
PrlB SWALL:RBSB-ECOLI 
(SWALL:P02925) (296 aa) fasta 
scores: E(): 1.7e-84, 84.74 38d in 
295 aa, and to Salmonella 
typhimurium, and Salmonella typhi 
D-ribose-binding periplasmic 
protein precursor RbsB or RbsP or 
STM3884 or STY3894 



SWALL : RBSB-SALTY ( SWALL : P029 26 ) 

(296 aa) fasta scores: E(): 

5.6e-84, 84.06 38d in 295 aa" 

/codon-start=l 

/transl-table=ll 

/product= "putative 

D-ribose-binding periplasmic 

protein precursor" 

/protein-id="CAL10156 .1" 

/db-xref="GI : 122087375" 

/db-xref="InterPro: IPR001761" 

/db-xref="UniProtKB/TrEMBL:AUHS3" 

/translation=" MKMKKLATL I SWAL S AT VS 

ANALAKDTIALWSTLNNPFFVSM 

KDGAQKEADKLGYNLVILDSQNNPAKELANVQDL 

TVRGTKLLLINPTDSDAVGNAVKM 

ANQANIPVITLDRLANAGTWSHVASDNRFGGKM 

AG D Y I AKKVG S D AK V IQLEGIAGA 

SAARERGEGFKQSMEKNKFQLLASQPADFDRTKG 

LNVMQNLLTAHPDVQAVFAQNDEM 

ALGALRALQTAGKTDVLWGFDGTDDGIKAVESG 

KMGAT I AQRPDQI GVI GVQTADKV 

LKGEKVQAVIPVDLKLVTK" 

sig-peptide 11760.. 11834 /gene="rbsB" 

/locus-tag="YE0011" 
/note="Signal peptide predicted 
for YE0011 by SignalP 2.0 HMM 
(Signal peptide probabilty 1.000) 
with cleavage site probability 
0.933 between residues 25 and 26" 

misc-feature 11835.. 12641 /gene="rbsB" 

/locus-tag="YE0011" 
/ infer ence= "protein 
motif :PFAM:PF0 0532" 
/note="Pfam match to entry PF00532 
Peripla-BP-like, Periplasmic 
binding proteins and sugar binding 
domain of the Lad family, score 
63.4, E-value 3.3e-16" 

misc-feature 12432.. 12455 /gene="rbsB" 

/locus-tag="YE0011" 
/ infer ence= "protein 
motif :Prosite:PS00017" 
/note="PS00017 ATP/GTP-binding 
site motif A (P-loop)." 

gene 12811.. 13737 /gene="rbsK" 

/locus-tag="YE0 012" 

CDS 12811.. 13737 /gene="rbsK" 

/locus-tag="YE0 012" 
/codon-start=l 
/transl-table=ll 
/product="r ibokinase" 
/protein-id="CALl 0157.1" 
/db-xref="GI : 122087376" 
/db-xref="GOA:AUHS4" 
/db-xref="InterPro: IPR002139" 
/db-xref="InterPro: IPR002173" 
/db-xref="InterPro: IPR011611" 
/db-xref="InterPro: IPR011877" 
/db-xref="UniProtKB/TrEMBL:AlJHS4" 
/ translation="METGKLWLGSINADHILNI 
EQFPRPGETWGEQYKVAFGGKGA 



misc-feature 12817.. 13701 



misc-feature 12928.. 13002 



misc-feature 13552.. 13593 



gene 
CDS 



13740. .14741 
13740 . .14741 



NQAVAAGRSGANIAFIACVGEDDIGDRVRLQLAS 

DN I DT AP I E AVAGT T T G VAL I F VN 

GEGENVIGIHAGANSAVTPEYLGRYQQQVIDADA 

LLMQLESPLGTVIAAAKLAKQHQT 

QVILNPAPARELPDELLSLVDMITPNETEAERLT 

GIHIEQDDDAAKAAQILHDKGIAT 

VIITLGSRGVWLSEQGQGKLVAGFKVNAVDTIAA 

GDTFNGALLTALLEGQAMGSAVRF 

AHAAAAIAVTRPGAQPSIPWRAEIDSFLQDRV" 

/gene="rbsK" 

/locus-tag="YE0 012" 

/inf erence=" protein 

motif :PFAM:PF00294" 

/note="Pfam match to entry PF00294 

pfkB, pfkB family carbohydrate 

kinase, score 298.8, E-value 

4.4e-87" 

/gene="rbsK" 

/locus-tag="YE0 012" 

/inf erence=" protein 

motif :Prosite:PS0 0583" 

/note="PS00583 pfkB family of 

carbohydrate kinases signature 1." 

/gene="rbsK" 

/locus-tag="YE0 012" 

/ inf erence="protein 

motif :Prosite:PS0 058 4" 

/note="PS00584 pfkB family of 

carbohydrate kinases signature 2." 

/gene="rbsR" 

/locus-tag="YE0012A" 

/gene="rbsR" 

/locus-tag="YE0 012A" 

/inf erence="similar to 

sequence : INSDC : AE0 0 8 8 8 1 " 

/inf erence="similar to 

sequence : UniProtKB : P2 5551 " 

/note="Similar to Escherichia 

coli, and Escherichia coli 0157:H7 

ribose operon repressor RbsR or 

b3753 or z5254 or ecs4695 

SWALL:RBSR-ECOLI ( SWALL : P25551 ) 

(329 aa) fasta scores: E(): 

7.1e-94, 73.17 38d in 328 aa and 

to Salmonella typhimurium 

transcriptional repressor for rbs 

operon RbsR or stm3 8 86 

SWALL:Q8ZKV7 ( EMBL : AE0 0 8 8 8 1 ) (332 

aa) fasta scores: E(): 5.3e-95, 

74.09 38d in 332 aa" 

/codon-start=l 

/transl-table=ll 

/product="r ibose operon repressor" 
/protein-id="CAL10158 .1" 
/db-xref="GI : 122087377" 
/db-xref="GOA:AUHS5" 
/db-xref="InterPro: IPR000843" 
/db-xref="InterPro: IPR001761" 
/db-xref="UniProtKB/TrEMBL:AUHS5" 
/ trans lation="MATMKDVARLAGVSTSTVSH 
VINKNRFVSDPIRDKVLAAIKQLN 
YAPSALARSLKLNETRTIGMLVTASSNPFYAEW 



RGVERSCYERGYSLILCNTEGDID 
RMSRSIETLMQKRVDGLLLMCTESHRPSQDILRC 

< User Break > 

LCEKVLGYRIFGDENDKMNLNVKQAGGSVLWSQ 

F T L VAD TQKGMRPSFS RG AS P AE A 

=> d 114 4 ti 
LI 4 NOT FOUND 

The L-number entered has not been defined in this session, or it 
has been deleted. To see the L-numbers currently defined in this 
session, enter DISPLAY HISTORY at an arrow prompt (=>) . 

=> d 113 4 ti 



L13 ANSWER 4 OF 14 
TITLE (TI) : 

TITLE (TI) : 

TITLE (TI) : 



GENBANK® COPYRIGHT 20 0 8 on STN 

Annotation and evolutionary relationships of a small 
regulatory RNA gene micF and its target ompF in 
Yersinia species 

The complete genome sequence and comparative genome 
analysis of the high pathogenicity Yersinia 
enterocolitica strain 8081 
Direct Submission 



=> d 113 5 ti 

L13 ANSWER 5 OF 14 

TITLE (TI) : 

TITLE (TI): 



GENBANK® COPYRIGHT 2008 on STN 

The genome of Rhizobium leguminosarum has recognizable 
core and accessory components 
Direct Submission 



=> d 113 6-14 ti 
L13 ANSWER 6 OF 14 
TITLE (TI) : 

TITLE (TI) : 
L13 ANSWER 7 OF 14 
TITLE (TI) : 

TITLE (TI) : 
L13 ANSWER 8 OF 14 

TITLE (TI) : 

TITLE (TI) : 
L13 ANSWER 9 OF 14 

TITLE (TI) : 

TITLE (TI) : 
L13 ANSWER 10 OF 14 



GENBANK® COPYRIGHT 2008 on STN 

Whole genome sequence of Staphylococcus saprophyticus 

reveals the pathogenesis of uncomplicated urinary tract 

infection 

Direct Submission 

GENBANK® COPYRIGHT 2008 on STN 

The Chlamydophila abortus genome sequence reveals an 
array of variable proteins that contribute to 
interspecies variation 
Direct Submission 

GENBANK® COPYRIGHT 200 8 on STN 

Extensive DNA inversions in the B. fragilis genome 
control variable gene expression 
Direct Submission 

GENBANK® COPYRIGHT 2008 on STN 

Complete genome sequence of Clostridium perfringens, an 
anaerobic flesh-eater 
Direct Submission 

GENBANK® COPYRIGHT 2008 on STN 



TITLE (TI) : 
TITLE (TI) : 
L13 ANSWER 11 OF 14 
TITLE (TI) : 

TITLE (TI) : 
L13 ANSWER 12 OF 14 
TITLE (TI) : 

TITLE (TI) : 
L13 ANSWER 13 OF 14 
TITLE (TI) : 

TITLE (TI) : 
L13 ANSWER 14 OF 14 
TITLE (TI) : 
TITLE (TI) : 



Genomic plasticity of the causative agent of 
melioidosis, Burkholderia pseudomallei 
Direct Submission 

GENBANK® COPYRIGHT 2008 on STN 

The genome sequence of the enterobacterial 
phytopathogen Erwinia carotovora subsp. atroseptica 
SCRI1043 and functional genomic identification of novel 
virulence factors 
Direct Submission 

GENBANK® COPYRIGHT 200 8 on STN 

Complete genomes of two clinical Staphylococcus aureus 
strains: evidence for the rapid evolution of virulence 
and drug resistance 
Direct Submission 

GENBANK® COPYRIGHT 20 0 8 on STN 

Complete genomes of two clinical Staphylococcus aureus 
strains: evidence for the rapid evolution of virulence 
and drug resistance 
Direct Submission 

GENBANK® COPYRIGHT 2008 on STN 

Complete genome sequence of the model actinomycete 
Streptomyces coelicolor A3 (2) 
Direct Submission 



(FILE 'HOME' ENTERED AT 16:31:09 ON 16 DEC 2008) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:31:20 ON 16 DEC 2008 

SEA (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4759 0 



1 FILE IFIPAT 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 
QUE (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 0 



FILE 'USPATFULL, IFIPAT' ENTERED AT 16:32:25 ON 16 DEC 2008 
L2 3 S LI 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:33:15 ON 16 DEC 2008 

SEA ENTEROCOCCUS DURANS STRAIN 141-1 



L3 



QUE ENTEROCOCCUS DURANS STRAIN 141-1 



SEA ENTEROCOCCUS DURANS STRAIN 152 



L4 


QUE ENTEROCOCCUS DURANS STRAIN 




SEA ENTEROCOCCUS DRANS 141-1 


L5 


QUE ENTEROCOCCUS DRANS 141-1 




SEA ENTEROCOCCUS DURANS 141-1 




2 FILE USPATFULL 


L6 


QUE ENTEROCOCCUS DURANS 141-1 



FILE 'USPATFULL' ENTERED AT 16:36:57 ON 16 DEC 2008 
L7 2 S L6 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS , BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:37:29 ON 16 DEC 2008 

SEA ENTEROCOCCUS DURANS 152 



1 FILE AGRICOLA 

1 FILE BIOENG 

1 FILE BIOSIS 

1 FILE CABA 

2 FILE CAPLUS 
1 FILE FROSTI 
1 FILE FSTA 

1 FILE HEALSAFE 

1 FILE LIFESCI 

1 FILE MEDLINE 

1 FILE PASCAL 

1 FILE SCISEARCH 

2 FILE USPATFULL 

L8 QUE ENTEROCOCCUS DURANS 152 



FILE 'AGRICOLA, BIOENG, BIOSIS, CABA, CAPLUS, FROSTI, FSTA, HEALSAFE, 
LIFESCI, MEDLINE, PASCAL, SCISEARCH, USPATFULL' ENTERED AT 16:38:26 ON 16 
DEC 2008 
L9 15 S L8 

L10 3 DUP REM L9 (12 DUPLICATES REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:40:04 ON 16 DEC 2008 
SEA LACTOCOCCUS LACTIS C-l-92 



1 FILE CAPLUS 
11 FILE GENBANK 

1 FILE PROMT 

2 FILE USPATFULL 

Lll QUE LACTOCOCCUS LACTIS C-l-92 



FILE 'CAPLUS, GENBANK, PROMT, USPATFULL' ENTERED AT 16:41:04 ON 16 DEC 

2008 

L12 15 S Lll 

L13 14 DUP REM L12 (1 DUPLICATE REMOVED) 



=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 110.65 153.92 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:47:33 ON 16 DEC 20 

69 FILES IN THE FILE LIST IN STNINDEX 

Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 

=> s Lactococcus lactis C-l-152 
31 FILES SEARCHED. . . 

7 FILE GENBANK 
60 FILES SEARCHED. . . 

2 FILE USPATFULL 

1 FILE WPIDS 

1 FILE WPINDEX 

4 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 
L14 QUE LACTOCOCCUS LACTIS C-l-152 
=> file genbank uspatfull 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 2.60 156.52 

FILE 'GENBANK' ENTERED AT 16:49:45 ON 16 DEC 2008 

FILE 'USPATFULL' ENTERED AT 16:49:45 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

=> s 114 

L15 9 L14 

=> rem dup 115 

DUP IS NOT VALID HERE 

The DELETE command is used to remove various items stored by the 
system. 

To delete a saved query, saved answer set, saved L-number list, SDI 
request, batch request, mailing list, or user-defined cluster, format, 
or search field, enter the name. The name may include ? for left, 
right, or simultaneous left and right truncation. 

Examples : 

DELETE BIO?/Q - delete query names starting with BIO 

DELETE 7DRUG/A - delete answer set names ending with DRUG 

DELETE ?ELEC?/L - delete L-number lists containing ELEC 

DELETE ANTICOAG/S - delete SDI request 

DELETE ENZYME/B - delete batch request 

DELETE .MYCLUSTER - delete user-defined cluster 

DELETE . MYFORMAT - delete user-defined display format 

DELETE . MYFIELD - delete user-defined search field 



DELETE NAMELIST MYLIST 



- delete mailing list 



To delete an ordered document or an offline print, enter its 
number . 

Examples : 

DELETE P123001C - delete print request 

DELETE D134002C - delete document order request 

To delete an individual L-number or range of L-numbers, enter the 
L-number or L-number range. You may also enter DELETE LAST followed 
by a number, n, to delete the last n L-numbers. RENUMBER or 
NORENUMBER may also be explicitly specified to override the value of 
SET RENUMBER. 



Examples : 






DELETE 


L21 


- delete a single L-number 


DELETE 


L3-L6 


- delete a range of L-numbers 


DELETE 


LAST 4 


- delete the last 4 L-numbers 


DELETE 


L33- 


- delete L33 and any higher L-number 


DELETE 


-L55 


- delete L55 and any lower L-number 


DELETE 


L2-L6 RENUMBER 


- delete a range of L-numbers and 






renumber remaining L-numbers 


DELETE 


RENUMBER 


- renumber L-numbers after deletion of 



intermediate L-numbers 

Entire sets of saved items, SDI requests, batch requests, user-defined 
items, or E-numbers can be deleted. 



Examples : 












DELETE 


SAVED /Q 


- delete 


all 


saved queries 




DELETE 


SAVED /A 


- delete 


all 


saved answer sets 




DELETE 


SAVED /L 


- delete 


all 


saved L-number lists 




DELETE 


SAVED 


- delete 


all 


saved queries, answer 


sets, 






and L-number lists 




DELETE 


SAVED /S 


- delete 


all 


SDI requests 




DELETE 


SAVED /B 


- delete 


all 


batch requests 




DELETE 


CLUSTER 


- delete 


all 


user-defined clusters 




DELETE 


FORMAT 


- delete 


all 


user-defined display 


format ; 


DELETE 


FIELD 


- delete 


all 


user-defined search f 


ields 


DELETE 


SELECT 


- delete 


all 


E-numbers 




DELETE 


HISTORY 


- delete 


all 


L-numbers and restart 


the 






session at 


LI 





To delete an entire multifile SDI request, enter DELETE and 
the name of the request. To delete a component from the 
multifile SDI, enter DELETE and the name of the component. 

=> dup rem 115 

DUPLICATE IS NOT AVAILABLE IN 'GENBANK'. 

ANSWERS FROM THESE FILES WILL BE CONSIDERED UNIQUE 

PROCESSING COMPLETED FOR L15 

L16 9 DUP REM L15 (0 DUPLICATES REMOVED) 

=> d 116 1 ti 



L16 ANSWER 1 OF 9 USPATFULL on STN 

TI Composition and method for inhibition of microorganisms 



=> d 116 1 bib 



L16 ANSWER 1 OF 9 USPATFULL on STN 
AN 2006:86130 USPATFULL 

TI Composition and method for inhibition of microorganisms 

IN Doyle, Michael P, Peachtree City, GA, UNITED STATES 

Zhao, Tong, Peachtree City, GA, UNITED STATES 
PI US 20060073129 Al 20060406 

AI US 2003-535357 Al 20031124 (10) 

WO 2003-US37526 20031124 

20050518 PCT 371 date 
PRAI US 2002-428863P 20021125 (60) 

DT Utility 
FS APPLICATION 

LREP Barnes & Thornburg, 11 South Meridian Street, Indianapols, IN, 46204, US 
CLMN Number of Claims: 35 
ECL Exemplary Claim: 1 
DRWN 1 Drawing Page(s) 
LN.CNT 1238 

CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



=> d 116 2 bib 

L16 ANSWER 2 OF 9 USPATFULL on STN 
AN 2006:79924 USPATFULL 

TI Foaming composition of competitive exclusion microbes and method of 

using same 

IN Podtburg, Teresa C, Waconia, MN, UNITED STATES 

Schmidt, Bruce, Apple Valley, MN, UNITED STATES 
Cords, Bruce, Inver Grove Heights, MN, UNITED STATES 
Grab, Lawrence A., Dusseldorf, GERMANY, FEDERAL REPUBLIC OF 
Halsrud, David A., Minneapolis, MN, UNITED STATES 

PI US 20060067915 Al 20060330 

AI US 2005-233922 Al 20050922 (11) 

PRAI US 2004-612882P 20040924 (60) 

DT Utility 

FS APPLICATION 

LREP MERCHANT & GOULD PC, P.O. BOX 2903, MINNEAPOLIS, MN, 55402-0903, US 
CLMN Number of Claims: 23 
ECL Exemplary Claim: 1 
DRWN 1 Drawing Page(s) 
LN.CNT 1878 

CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



=> d 116 3 bib 

'BIB' IS NOT A VALID FORMAT 

In a multifile environment, a format 

in at least one of the files. Refer 

or the STNGUIDE file for information 

individual files. 

REENTER DISPLAY FORMAT FOR ALL FILES 
'D' IS NOT A VALID FORMAT 
In a multifile environment, a format 
in at least one of the files. Refer 
or the STNGUIDE file for information 
individual files. 

REENTER DISPLAY FORMAT FOR ALL FILES 



can only be used if it is valid 
to file specific help messages 
on formats available in 

(FILEDEFAULT) :d 116 3 ti 

can only be used if it is valid 
to file specific help messages 
on formats available in 

(FILEDEFAULT) :ti 



LI 6 ANSWER 3 OF 9 



GENBANK® COPYRIGHT 2008 on STN 



TITLE (TI): The complete genome, comparative and functional 

analysis of Stenotrophomonas maltophilia reveals 
organism heavily shielded by drug resistance 
determinants 

TITLE (TI) : Direct Submission 



=> d 116 4-9 ti 
LI 6 ANSWER 4 OF 9 
TITLE (TI) : 

TITLE (TI) : 

TITLE (TI) : 

LI 6 ANSWER 5 OF 9 
TITLE (TI) : 
TITLE (TI) : 

LI 6 ANSWER 6 OF 9 
TITLE (TI) : 
TITLE (TI): 

LI 6 ANSWER 7 OF 9 
TITLE (TI) : 
TITLE (TI) : 

LI 6 ANSWER 8 OF 9 
TITLE (TI) : 
TITLE (TI) : 

TITLE (TI) : 
LI 6 ANSWER 9 OF 9 
TITLE (TI) : 

TITLE (TI) : 



GENBANK® COPYRIGHT 20 0 8 on STN 

Annotation and evolutionary relationships of a small 
regulatory RNA gene micF and its target ompF in 
Yersinia species 

The complete genome sequence and comparative genome 
analysis of the high pathogenicity Yersinia 
enterocolitica strain 8081 
Direct Submission 

GENBANK® COPYRIGHT 20 0 8 on STN 

Complete DMA sequence of a serogroup A strain of 
Neisseria meningitidis Z2491 
Direct Submission 

GENBANK® COPYRIGHT 2008 on STN 

The genome of Rhizobium leguminosarum has recognizable 
core and accessory components 
Direct Submission 

GENBANK® COPYRIGHT 20 0 8 on STN 

Extensive DNA inversions in the B. fragilis genome 
control variable gene expression 
Direct Submission 

GENBANK® COPYRIGHT 2008 on STN 

Genome sequence of Yersinia pestis, the causative agent 
of plague 

Annotation and evolutionary relationships of a small 
regulatory RNA gene micF and its target ompF in 
Yersinia species 
Direct Submission 

GENBANK® COPYRIGHT 2008 on STN 

Complete genomes of two clinical Staphylococcus aureus 
strains: evidence for the rapid evolution of virulence 
and drug resistance 
Direct Submission 



(FILE 'HOME' ENTERED AT 16:31:09 ON 16 DEC 2008) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 



DRUGM0N0G2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:31:20 ON 16 DEC 2008 

SEA (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4759 0 



1 FILE IFIPAT 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 
QUE (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 ' 



FILE 'USPATFULL, IFIPAT' ENTERED AT 16:32:25 ON 16 DEC 2008 
L2 3 S LI 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:33:15 ON 16 DEC 2008 





SEA 


ENTEROCOCCUS 


DURANS STRAIN 


141- 


L3 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


141- 




SEA 


ENTEROCOCCUS 


DURANS STRAIN 


152 


L4 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


152 




SEA 


ENTEROCOCCUS 


DRANS 141-1 




L5 


QUE 


ENTEROCOCCUS 


DRANS 141-1 






SEA 


ENTEROCOCCUS 


DURANS 141-1 





2 FILE USPATFULL 
L6 QUE ENTEROCOCCUS DURANS 141-1 



FILE 'USPATFULL' ENTERED AT 16:36:57 ON 16 DEC 2008 
L7 2 S L6 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:37:29 ON 16 DEC 2008 

SEA ENTEROCOCCUS DURANS 152 



1 FILE AGRICOLA 

1 FILE BIOENG 

1 FILE BIOSIS 

1 FILE CABA 

2 FILE CAPLUS 
1 FILE FROSTI 
1 FILE FSTA 

1 FILE HEALSAFE 

1 FILE LIFESCI 

1 FILE MEDLINE 

1 FILE PASCAL 

1 FILE SCI SEARCH 

2 FILE USPATFULL 

L8 QUE ENTEROCOCCUS DURANS 152 



FILE 'AGRICOLA, BIOENG, BIOSIS, CABA, CAPLUS, FROSTI, FSTA, HEALSAFE, 
LIFESCI, MEDLINE, PASCAL, SCISEARCH, USPATFULL' ENTERED AT 16:38:26 ON 16 



DEC 2008 
L9 15 S L8 

L10 3 DUP REM L9 (12 DUPLICATES REMOVED) 



INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:40:04 ON 16 DEC 2008 

SEA LACTOCOCCUS LACTIS C-l-92 



1 FILE CAPLUS 
1 FILE GENBANK 

1 FILE PROMT 

2 FILE USPATFULL 

QUE LACTOCOCCUS LACTIS C-l-92 



FILE 'CAPLUS, GENBANK, PROMT, USPATFULL' ENTERED AT 16:41:04 ON 16 DEC 

2008 

L12 15 S Lll 

L13 14 DUP REM L12 (1 DUPLICATE REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:47:33 ON 16 DEC 2008 
SEA LACTOCOCCUS LACTIS C-l-152 



7 FILE GENBANK 
2 FILE USPATFULL 
1 FILE WPIDS 
1 FILE WPINDEX 
L14 QUE LACTOCOCCUS LACTIS C-l-152 



FILE 'GENBANK, USPATFULL' ENTERED AT 16:49:45 ON 16 DEC 2008 
L15 9 S L14 

L16 9 DUP REM L15 (0 DUPLICATES REMOVED) 



=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 30.05 186.57 



INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:55:03 ON 16 DEC 2008 



69 FILES IN THE FILE LIST IN STNINDEX 



Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 

=> s food (p) process? and inhibit? (p)pathogen? and surface 

0* FILE ADISNEWS 

11 FILE AGRICOLA 

2* FILE ANTE 

1* FILE AQUALINE 

4 FILE AQUASCI 

11* FILE BIOENG 



32 FILE BIOSIS 

11* FILE BIOTECHABS 

11* FILE BIOTECHDS 

12* FILE BIOTECHNO 

13 FILE CABA 

15 FILE CAPLUS 

0* FILE CEABA-VTB 
16 FILES SEARCHED. . . 

0* FILE CIN 

1 FILE CROPU 

6 FILE DISSABS 

12 FILE EMBASE 
16* FILE ESBIOBASE 

30 FILES SEARCHED. . . 

0* FILE FOMAD 

0* FILE FOREGE 

20* FILE FROSTI 

45* FILE FSTA 

1 FILE GENBANK 

1 FILE HEALSAFE 

39 FILE IFIPAT 

0* FILE KOSMET 

13 FILE LIFESCI 
12 FILE MEDLINE 

0* FILE NTIS 

1* FILE NUTRACEUT 

18* FILE PASCAL 
4 7 FILES SEARCHED. . . 

1* FILE PHARMAML 

2 4 FILE PROMT 

14 FILE SCISEARCH 

16 FILE TOXCENTER 
2042 FILE USPATFULL 

5 FILE USPATOLD 

620 FILE USPAT2 
64 FILES SEARCHED. . . 

1* FILE WATER 

32 FILE WPIDS 

1 FILE WPIFV 

32 FILE WPINDEX 

35 FILES HAVE ONE OR MORE ANSWERS , 69 FILES SEARCHED IN STNINDEX 

7 QUE FOOD(P) PROCESS? AND INHIBIT? (P) PATHOGEN? AND SURFACE 

s L17 and (Enterococcus durans or Lactococcus lactis) 



0* 


FILE 


ADISNEWS 


0* 


FILE 


ANTE 


0* 


FILE 


AQUALINE 


0* 


FILE 


BIOENG 


0* 


FILE 


BIOTECHABS 


0* 


FILE 


BIOTECHDS 


0* 


FILE 


BIOTECHNO 


1 


FILE 


CAPLUS 


0* 


FILE 


CEABA-VTB 


0* 


FILE 


CIN 



22 FILES SEARCHED. . . 



1 

0* 
0* 
0* 
0* 



FILE DISSABS 
FILE ESBIOBASE 



FILE FOMAD 
FILE FOREGE 
FILE FROSTI 



0* FILE FSTA 
35 FILES SEARCHED. . . 

0* FILE KOSMET 
0* FILE NTIS 
0* FILE NUTRACEUT 
0* FILE PASCAL 
47 FILES SEARCHED. . . 

0* FILE PHARMAML 
92 FILE USPATFULL 
15 FILE USPAT2 
0* FILE WATER 
68 FILES SEARCHED. . . 



4 FILES HAVE ONE OR MORE ANSWERS, 69 FILES SEARCHED IN STNINDEX 

L18 QUE L17 AND ( ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 

=> \file caplus dissabs uspatfull 
\FILE IS NOT A RECOGNIZED COMMAND 

The previous command name entered was not recognized by the system. 
For a list of commands available to you in the current file, enter 
"HELP COMMANDS" at an arrow prompt (=>) . 

=> file caplus dissabs uspatfull 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 5.85 192.42 



FILE 'CAPLUS' ENTERED AT 17:00:10 ON 16 DEC 2008 

USE IS SUBJECT TO THE TERMS OF YOUR STN CUSTOMER AGREEMENT. 

PLEASE SEE "HELP USAGETERMS" FOR DETAILS. 

COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

FILE 'DISSABS' ENTERED AT 17:00:10 ON 16 DEC 2008 

COPYRIGHT (C) 2008 ProQuest Information and Learning Company; All Rights Reserved. 

FILE 'USPATFULL' ENTERED AT 17:00:10 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

=> file baplus dissabs uspatfull uspat2 
'BAPLUS' IS NOT A VALID FILE NAME 

Enter "HELP FILE NAMES" at an arrow prompt (=>) for a list of files 
that are available. If you have requested multiple files, you can 
specify a corrected file name or you can enter "IGNORE" to continue 
accessing the remaining file names entered. 
ENTER A FILE NAME OR (IGNORE):. 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 2.40 194.82 



FILE 'DISSABS' ENTERED AT 17:00:27 ON 16 DEC 2008 

COPYRIGHT (C) 2008 ProQuest Information and Learning Company; All Rights Reserved. 

FILE 'USPATFULL' ENTERED AT 17:00:27 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 



FILE ' USPAT2 ' ENTERED AT 17:00:27 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 



=> file caplus dissabs uspatfull uspat2 
COST IN U.S. DOLLARS 



SINCE FILE TOTAL 
ENTRY SESSION 



FULL ESTIMATED COST 



3.42 198.24 



FILE 'CAPLUS' ENTERED AT 17:00:43 ON 16 DEC 2008 

USE IS SUBJECT TO THE TERMS OF YOUR STN CUSTOMER AGREEMENT. 

PLEASE SEE "HELP USAGETERMS" FOR DETAILS. 

COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

FILE 'DISSABS' ENTERED AT 17:00:43 ON 16 DEC 2008 

COPYRIGHT (C) 2008 ProQuest Information and Learning Company; All Rights Reserved. 

FILE ' USPATFULL ' ENTERED AT 17:00:43 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 

FILE ' USPAT2 ' ENTERED AT 17:00:43 ON 16 DEC 2008 

CA INDEXING COPYRIGHT (C) 2008 AMERICAN CHEMICAL SOCIETY (ACS) 
=> d 118 

LI 8 HAS NO ANSWERS 

L17 QUE FOOD(P) PROCESS? AND INHIBIT? (P) PATHOGEN? AND SURF 

ACE 

LI 8 QUE LI 7 AND ( ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 



=> s 118 

L19 109 L18 

=> s 119 and treat? (p) surf ace 

L20 46 L19 AND TREAT? (P) SURFACE 

=> s 120 and inhibit (p) pathogen (p) ?organis? 

L21 3 L20 AND INHIBIT (P) PATHOGEN (P) ?ORGANIS? 

=> d 121 1-3 

L21 ANSWER 1 OF 3 USPATFULL on STN 
AN 2006:303630 USPATFULL 

TI Proteases, nucleic acids encoding them and methods for making and using 

them 

IN Cayouette, Michelle, 3812 PARK BOULEVARD #505, SAN DIEGO, CA, UNITED 

STATES 92103 

Hansen, Connie Jo, San Diego, CA, UNITED STATES 

McClure, Amy, San Diego, CA, UNITED STATES 

Sun, May, San Diego, CA, UNITED STATES 

Gramatikova, Svetlana, San Diego, CA, UNITED STATES 

Dycaico, Mark, San Diego, CA, UNITED STATES 

Barton, Nelson R., San Diego, CA, UNITED STATES 

Stege, Justin T . , San Diego, CA, UNITED STATES 

Aboushadi, Nahla M., Oceanside, CA, UNITED STATES 
PA DIVERSA CORPORATION (U.S. corporation) 

PI US 20060259995 Al 20061116 

AI US 2003-530643 Al 20031010 (10) 

WO 2003-US32819 20031010 

20060407 PCT 371 date 
PRAI US 2002-418467P 20021010 (60) 

US 2003-471423P 20030516 (60) 

DT Utility 
FS APPLICATION 
LN.CNT 7319 

INCL INCLM: 800/018.000 

INCLS: 435/069.100; 435/226.000; 435/320.100; 435/325.000; 435/006.000; 
536/023.200; 800/288.000 
NCL NCLM: 800/018.000 



NCLS: 435/006.000; 435/069.100; 435/226.000; 435/320.100; 435/325.000; 

536/023.200; 800/288.000 
IC IPCI A01K0067-027 [I, A]; C12Q0001-68 [I, A]; C07H0021-04 [I, A]; 

C07H0021-00 [I,C*]; C12P0021-06 [I, A]; C12N0009-64 [I, A]; 

A01H0001-00 [I, A] 
IPCR A01K0067-027 [I,C]; A01K0067-027 [I, A]; A01H0001-00 [I,C]; 

A01H0001-00 [I, A]; C07H0021-00 [I,C]; C07H0021-04 [I, A]; 

C12N0009-64 [I,C]; C12N0009-64 [I, A]; C12P0021-06 [I,C]; 

C12P0021-06 [I, A]; C12Q0001-68 [I,C]; C12Q0001-68 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



ANSWER 2 OF 3 USPATFULL on STN 
2004:12970 USPATFULL 

Polynucleotides, materials incorporating them, and methods for using 
them 

Glenn, Matthew, Whenuapai, NEW ZEALAND 
Havukkala, Ilkka J., Remuera, NEW ZEALAND 
Lubbers, Mark, Palmerston North, NEW ZEALAND 
Dekker, James, Palmerston North, NEW ZEALAND 

GENESIS RESEARCH AND DEVELOPMENT CORP. LTD., Parnell, NEW ZEALAND 

(non-U. S. corporation) 

US 20040009490 Al 20040115 

US 7125698 B2 20061024 

US 2002-264213 Al 20021003 (10) 

Continuation-in-part of Ser. No. US 2001-971536, filed on 2 Oct 2001, 

PENDING Continuation-in-part of Ser. No. US 2000-634238, filed on 8 Aug 

2000, GRANTED, Pat. No. US 6544772 

US 1999-147853P 19990809 (60) 

US 1999-147852P 19990809 (60) 

US 1999-152032P 19990901 (60) 

US 1999-152031P 19990901 (60) 

Utility 

APPLICATION 



435/252.300; 435/320.100; 530/350.000; 536/023.200 
435/006.000 

435/183.000; 435/194.000; 530/350.000; 435/069.100; 



C12P021-02; C12N001-21; C12N015-74; C07K014-335 
[ICM, 7]; C07H0021-04 [ICS, 7]; C07H0021-00 [ICS, 7, 
C12P0021-02 [ICS, 7]; C12N0001-21 [ICS, 7]; C12N0015-74 [ICS, 7] 
C07K0014-335 [ICS, 7]; C07K0014-195 [ICS,7,C*] 
IPCI-2 C12N0009-10 [I, A] 

IPCR C12N0009-10 [I,C]; C12N0009-10 [I, A]; A23C0019-00 [I,C*]; 

A23C0019-032 [I, A]; A61K0038-00 [N,C*]; A61K0038-00 [ N , A ] ; 
C07K0014-195 [I,C*]; C07K0014-335 [I, A]; C12N0001-21 [I,C*]; 
C12N0001-21 [I, A] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



LN.CNT 


5375 






INCL 


INCLM: 


435/006. 


000 
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NCL 
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L21 ANSWER 3 OF 3 USPAT2 on STN 
AN 2004:12970 USPAT2 

TI Polynucleotides, materials incorporating them, and methods for using 

them 

IN Glenn, Matthew, 14 Waimarie Road, Whenuapai, Auckland, NEW ZEALAND 

Havukkala, Ilkka J., 19 Liley Place, Remuera, Auckland, NEW ZEALAND 
Lubbers, Mark, 397 Ruahine Street, Palmerston North, NEW ZEALAND 
Dekker, James, 135 Russel Street, Palmerston North, NEW ZEALAND 

PI US 7125698 B2 20061024 

AI US 2002-264213 20021003 (10) 



RLI Continuation-in-part of Ser. No. US 2001-971536, filed on 2 Oct 2001, 

PENDING Continuation-in-part of Ser. No. US 2000-634238, filed on 8 Aug 

2000, Pat. No. US 6544772 
PRAI US 1999-152032P 19990901 (60) 

US 1999-152031P 19990901 (60) 

US 1999-147853P 19990809 (60) 

US 1999-147852P 19990809 (60) 

DT Utility 
FS GRANTED 
LN.CNT 5273 

INCL INCLM: 435/193.000 

INCLS: 435/183.000; 435/194.000; 426/534.000; 530/350.000 
NCL NCLM: 435/193.000; 435/006.000 

NCLS: 426/534.000; 435/183.000; 435/194.000; 530/350.000; 435/069.100; 
435/252.300; 435/320.100; 536/023.200 
IC IPCI C12Q0001-68 [ICM, 7]; C07H0021-04 [ICS, 7]; C07H0021-00 [ICS,7,C*]; 

C12P0021-02 [ICS, 7]; C12N0001-21 [ICS, 7]; C12N0015-74 [ICS, 7]; 
C07K0014-335 [ICS, 7]; C07K0014-195 [ICS,7,C*] 
IPCI-2 C12N0009-10 [I, A] 

IPCR C12N0009-10 [I,C]; C12N0009-10 [I, A]; A23C0019-00 [I,C*]; 

A23C0019-032 [I, A]; A61K0038-00 [N,C*]; A61K0038-00 [ N , A ] ; 

C07K0014-195 [I,C*]; C07K0014-335 [I, A]; C12N0001-21 [I,C*]; 

C12N0001-21 [I, A] 
EXF 435/193; 435/183; 435/194; 426/534; 530/350 
CAS INDEXING IS AVAILABLE FOR THIS PATENT . 



(FILE 'HOME' ENTERED AT 16:31:09 ON 16 DEC 2008) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB , DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:31:20 ON 16 DEC 2008 
SEA (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4759 O 



1 FILE IFIPAT 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 
QUE (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4759 O 



FILE 'USPATFULL, IFIPAT' ENTERED AT 16:32:25 ON 16 DEC 2008 
L2 3 S LI 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:33:15 ON 16 DEC 2008 
SEA ENTEROCOCCUS DURANS STRAIN 141-1 



L3 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


141-1 




SEA 


ENTEROCOCCUS 


DURANS STRAIN 


152 


L4 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


152 




SEA 


ENTEROCOCCUS 


DRANS 141-1 




L5 


QUE 


ENTEROCOCCUS 


DRANS 141-1 





SEA ENTEROCOCCUS DURANS 141-1 



2 FILE USPATFULL 
L6 QUE ENTEROCOCCUS DURANS 141-1 



FILE 'USPATFULL' ENTERED AT 16:36:57 ON 16 DEC 2008 
L7 2 S L6 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS , BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:37:29 ON 16 DEC 2008 

SEA ENTEROCOCCUS DURANS 152 



1 FILE AGRICOLA 

1 FILE BIOENG 

1 FILE BIOSIS 

1 FILE CABA 

2 FILE CAPLUS 
1 FILE FROSTI 
1 FILE FSTA 

1 FILE HEALSAFE 

1 FILE LIFESCI 

1 FILE MEDLINE 

1 FILE PASCAL 

1 FILE SCISEARCH 

2 FILE USPATFULL 

L8 QUE ENTEROCOCCUS DURANS 152 



FILE 'AGRICOLA, BIOENG, BIOSIS, CABA, CAPLUS, FROSTI, FSTA, HEALSAFE, 
LIFESCI, MEDLINE, PASCAL, SCISEARCH, USPATFULL' ENTERED AT 16:38:26 ON 16 
DEC 2008 
L9 15 S L8 

L10 3 DUP REM L9 (12 DUPLICATES REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:40:04 ON 16 DEC 2008 

SEA LACTOCOCCUS LACTIS C-l-92 



1 FILE CAPLUS 

11 FILE GENBANK 

1 FILE PROMT 

2 FILE USPATFULL 



FILE 'CAPLUS, GENBANK, PROMT, USPATFULL' ENTERED AT 16:41:04 ON 16 DEC 

2008 

L12 15 S Lll 

L13 14 DUP REM LI 2 (1 DUPLICATE REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:47:33 ON 16 DEC 2008 
SEA LACTOCOCCUS LACTIS C-l-152 



7 FILE GENBANK 
2 FILE USPATFULL 
1 FILE WPIDS 
1 FILE WPINDEX 
QUE LACTOCOCCUS LACTIS C-l-152 



FILE ' GENBANK, USPATFULL' ENTERED AT 16:49:45 ON 16 DEC 2008 
L15 9 S L14 

L16 9 DUP REM L15 (0 DUPLICATES REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:55:03 ON 16 DEC 2008 

SEA FOOD (P) PROCESS? AND INHIBIT? (P) PATHOGEN? AND SURFACE 
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L17 QUE FOOD(P) PROCESS? AND INHIBIT? (P) PATHOGEN? AND SURFACE 

SEA LI 7 AND (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 



0* FILE ADISNEWS 

0* FILE ANTE 

0* FILE AQUALINE 

0* FILE BIOENG 

0* FILE BIOTECHABS 

0* FILE BIOTECHDS 

0* FILE BIOTECHNO 

1 FILE CAPLUS 

0* FILE CEABA-VTB 

0* FILE CIN 

1 FILE DISSABS 

0* FILE ESBIOBASE 

0* FILE FOMAD 

0* FILE FOREGE 

0* FILE FROSTI 

0* FILE FSTA 

0* FILE KOSMET 

0* FILE NTIS 

0* FILE NUTRACEUT 

0* FILE PASCAL 

0* FILE PHARMAML 

92 FILE USPATFULL 

15 FILE USPAT2 

0* FILE WATER 
QUE L17 AND ( ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 



FILE 'CAPLUS, DISSABS, USPATFULL' ENTERED AT 17:00:10 ON 16 DEC 2008 

FILE 'DISSABS, USPATFULL, USPAT2 ' ENTERED AT 17:00:27 ON 16 DEC 2008 

FILE 'CAPLUS, DISSABS, USPATFULL, USPAT2 ' ENTERED AT 17:00:43 ON 16 DEC 
2008 

L19 109 S L18 

L20 46 S L19 AND TREAT? (P) SURFACE 

L21 3 S L20 AND INHIBIT (P) PATHOGEN (P) 70RGANIS? 

=> s L21 and (Enterococcus durans) \ 
MISSING OPERATOR DURANS) \ 

The search profile that was entered contains terms or 
nested terms that are not separated by a logical operator. 

=> s L21 and (Enterococcus durans or Lactococcus lactis) 

L22 3 L21 AND (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 

=> s 122 and inhibit? (p) first population of microorganism 

L23 0 L22 AND INHIBIT? (P) FIRST POPULATION OF MICROORGANISM 

=> s 122 and (C-l-152 or C-l-92 or 152 or 141-1) 

L24 3 L22 AND (C-l-152 OR C-l-92 OR 152 OR 141-1) 

=> d 124 

L2 4 ANSWER 1 OF 3 USPATFULL on STN 
AN 2006:303630 USPATFULL 

TI Proteases, nucleic acids encoding them and methods for making and using 

them 

IN Cayouette, Michelle, 3812 PARK BOULEVARD #505, SAN DIEGO, CA, UNITED 

STATES 92103 

Hansen, Connie Jo, San Diego, CA, UNITED STATES 
McClure, Amy, San Diego, CA, UNITED STATES 



Sun, May, San Diego, CA, UNITED STATES 
Gramatikova, Svetlana, San Diego, CA, UNITED STATES 
Dycaico, Mark, San Diego, CA, UNITED STATES 
Barton, Nelson R., San Diego, CA, UNITED STATES 
Stege, Justin T., San Diego, CA, UNITED STATES 



Aboushadi, Nahls 
DIVERSA CORPORATION 
US 20060259995 
US 2003-530643 
WO 2003-US32819 



Oceanside, CA, UNITED STATES 
(U.S. corporation) 
Al 20061116 
Al 20031010 (10) 
20031010 

PCT 371 date 



PRAI 



US 2002-418467P 
US 2003-471423P 
DT Utility 
FS APPLICATION 
LN.CNT 7319 
INCL INCLM: 
INCLS: 



20060407 
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AB ... therapeutic, and industrial contexts. The polypeptides of the 

invention can be used as, e.g., an additive for a detergent, for 
processing foods and for chemical synthesis utilizing a reverse 
reaction. Additionally, the polypeptides of the invention can be used i 
food processing, brewing, bath additives, alcohol 

production, peptide synthesis, enantioselectivity , hide preparation in 
the leather industry, waste management and animal degradation, silver. 

SUMM . . . therapeutic, and industrial contexts. The polypeptides of the 
invention can be used as, e.g., an additive for a detergent, for 
processing foods and for chemical synthesis utilizing a reverse 
reaction. Additionally, the polypeptides of the invention can be used i 
food processing, brewing, bath additives, alcohol 

production, peptide synthesis, enantioselectivity, hide preparation in 
the leather industry, waste management and animal degradation, silver. 

SUMM Enzymes are used within a wide range of applications in industry, 
research, and medicine. Through the use of enzymes, industrial 
processes can be carried out at reduced temperatures and 
pressures and with less dependence on the use of corrosive or toxic. 



energy consumption, and pollution as compared to non-enzymatic products 
and processes. An important group of enzymes is the proteases. 
Proteases are carbonyl hydrolases which generally act to cleave peptide 
bonds of. . . The extracellular proteases are of commercial value and 
find multiple applications in various industrial sectors. Industrial 
applications of proteases include food processing, 

brewing, alcohol production, peptide synthesis, enantioselectivity , hide 
preparation in the leather industry, waste management and animal 
degradation, silver recovery in. . . milling. Additionally, proteases 
are important components of laundry detergents and other products. 
Within biological research, proteases are used in purification 
processes to degrade unwanted proteins. It is often desirable to 
employ proteases of low specificity or mixtures of more specific 
proteases. 

SUMM ... in laundry detergents to aid in the removal of proteinaceous 
stains (e.g., Crabb, ACS Symposium Series 460:82-94, 1991). In the 
food processing industry, serine proteases are used to 

produce protein-rich concentrates from fish and livestock, and in the 
preparation of dairy products (Kida et al . , Journal of Fermentation and 
Bioengineering 80:478-484, 1995; Haard and Simpson, in Martin, A. M. , 
ed., Fisheries Processing: Biotechnological Applications, 
Chapman and Hall, London, 1994, 132-154; Bos et al . , European Patent 
Office Publication 494 149 Al ) . 
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SUMM 




acid of the invention, wherein 


the polypeptide has 


a prote; 



activity. The protease can be a nonsur face-active protease or a 
surface-active protease. The protease can be formulated in a 
non-aqueous liquid composition, a cast solid, a granular form, a 
particulate form, . 
DETD . . . defined amount of one or more polypeptides (including 

antibodies) or nucleic acids immobilized onto a defined area of a 
substrate surface, as discussed in further detail, below. 
DETD . . . Cell. Probes 10:257-271) and other RNA polymerase mediated 

techniques (e.g., NASBA, Cangene, Mississauga, Ontario); see also Berger 

(1987) Methods Enzymol. 152:307-316; Sambrook; Ausubel; U.S. 

Pat. Nos. 4,683,195 and 4,683,202; Sooknanan (1995) Biotechnology 

13:563-564. 

DETD Inhibition of protease expression can have a variety of 

industrial applications. For example, inhibition of protease 
expression can slow or prevent spoilage. Spoilage can occur when 
polypeptides, e.g., structural polypeptides, are enzymatically degraded. 
This. . . lead to the deterioration, or rot, of fruits and 
vegetables. In one aspect, use of compositions of the invention that 
inhibit the expression and/or activity of proteases, e.g., 
antibodies, antisense oligonucleotides, ribozymes and RNAi, are used to 
slow or prevent spoilage.. . . to slow or prevent spoilage. These 
compositions also can be expressed by the plant (e.g., a transgenic 
plant) or another organism (e.g., a bacterium or other 
microorganism transformed with a protease gene of the 



invention) . The compositions of the invention for the inhibition 
of protease expression (e.g., antisense, iRNA, ribozymes, antibodies) 
can be used as pharmaceutical compositions, e.g., as anti- 
pathogen agents or in other therapies, e.g., anti-inflammatory 
or skin or digestive aid treatments. For example, proteases are 
attractive antimalarial targets. . . especially in the processes of 
host erythrocyte rupture, invasion and hemoglobin degradation; see, 
e.g., Wu (2003) Genome Res. 13:601-616. Selective inhibition 
of the mosquito angiotensin-converting enzyme (ACE) (a dipeptidyl 
carboxypeptidase) involved in the activation/ inactivation of a peptide 
regulating egg-laying activity can be an effective anti-mosquito method; 
see, e.g., Ekbote (2003) Comp. Biochem. Physiol. B. Biochem. Mol. Biol. 
134:593-598. Inhibition of matrix metalloproteases (e.g., 
metalloproteinases ) and collagenases, which can degrade extracellular 
matrices and promote cancer cell migration and metastases, can. 
DETD . . . include gram negative bacteria, such as Escherichia coli and 
Pseudomonas f luorescens ; gram positive bacteria, such as Streptomyces 
diversa, Lactobacillus gasseri, Lactococcus lactis, 

Lactococcus cremoris, Bacillus subtilis. Exemplary host cells also 

include eukaryotic organisms, e.g., various yeast, such as Saccharomyces 

sp., including Saccharomyces. 
DETD . . . comprising a defined amount of one or more biological 

molecules, e.g., oligonucleotides, immobilized onto a defined area of a 

substrate surface for specific binding to a sample molecule, 

e.g., mRNA transcripts. 
DETD . . . formulated as a hand or machine laundry detergent composition 

comprising a polypeptide of the invention. A laundry additive suitable 

for pre-treatment of stained fabrics can comprise a 

polypeptide of the invention. A fabric softener composition can comprise 
a protease of the. . . invention. Alternatively, a protease of the 
invention can be formulated as a detergent composition for use in 
general household hard surface cleaning operations. In 
alternative aspects, detergent additives and detergent compositions of 
the invention may comprise one or more other enzymes. 
DETD Treating Foods and Food Processing 

DETD The proteases of the invention have numerous applications in 
food processing industry. For example, in one aspect, 

the proteases of the invention are used to improve the extraction of oil 
from. 

DETD Proteases of the present invention, in the modification of animal feed 
or a food, can process the food or feed 

either in vitro (by modifying components of the feed or food) 
or in vivo. Proteases can be added to animal feed or food 
compositions containing high amounts of arabinogalactans or galactans, 
e.g. feed or food containing plant material from soy bean, 
rape seed, lupin and the like. When added to the feed or food 
the protease significantly improves the in vivo break-down of plant cell 
wall material, whereby a better utilization of the plant. . . more 
digestible by the animal. Thus, proteases of the invention can 
contribute to the available energy of the feed or food. Also, 
by contributing to the degradation of galactan-comprising proteins, a 
protease of the invention can improve the digestibility and uptake of 
carbohydrate and non-carbohydrate feed or food constituents 
such as protein, fat and minerals. 
DETD The proteases of the invention can be in paper or pulp 

treatment or paper deinking. For example, in one aspect, the 

invention provides a paper treatment process using proteases 

of the invention. In another aspect, paper components of recycled 

photocopied paper during chemical and enzymatic deinking. 

proteases of the invention can be used in combination with cellulases, 

pectate lyases or other enzymes. The paper can be treated by 

the following three processes: 1) disintegration in the presence of 



proteases of the invention, 2) disintegration with a deinking chemical 

and proteases of the invention, and/or 3) disintegration after soaking 

with proteases of the invention. The recycled paper treated 

with proteases can have a higher brightness due to removal of toner 

particles as compared to the paper treated with just 

cellulase. While the invention is not limited by any particular 

mechanism, the effect of proteases of the invention may be due to its 

behavior as surface-active agents in pulp suspension. 

DETD . . . from the well bore; reducing the flow of production fluids 
from the formation below expected flow rates; formulating an enzyme 
treatment by blending together an aqueous fluid and a 
polypeptide of the invention; pumping the enzyme treatment to 
a desired location within the well bore; allowing the enzyme 
treatment to degrade the viscous, protein-containing, damaging 
fluid, whereby the fluid can be removed from the subterranean formation 
to the well surface; and wherein the enzyme treatment 
is effective to attack protein in cell walls. 

CLM What is claimed is: 

polypeptide as set forth in claim 60, wherein the polypeptide has a 
protease activity, wherein optionally the protease is a non- 
surface-active protease or a surface-active protease, 
and optionally the protease is formulated in a non-aqueous liquid 
composition, a cast solid, a granular form, a particulate. 
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AB ... therapeutic, and industrial contexts. The polypeptides of the 



invention can be used as, e.g., an additive for a detergent, for 
processing foods and for chemical synthesis utilizing a reverse 
reaction. Additionally, the polypeptides of the invention can be used i 
food processing, brewing, bath additives, alcohol 

production, peptide synthesis, enantioselectivity , hide preparation in 
the leather industry, waste management and animal degradation, silver. 

SUMM . . . therapeutic, and industrial contexts. The polypeptides of the 
invention can be used as, e.g., an additive for a detergent, for 
processing foods and for chemical synthesis utilizing a reverse 
reaction. Additionally, the polypeptides of the invention can be used i 
food processing, brewing, bath additives, alcohol 

production, peptide synthesis, enantioselectivity, hide preparation in 
the leather industry, waste management and animal degradation, silver. 



SUMM 



Enzymes are used within a wide range of applications in industry, 
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research, and medicine. Through the use of enzymes, industrial 

processes can be carried out at reduced temperatures and 

pressures and with less dependence on the use of corrosive or toxic. 

substances. The use of enzymes can thus reduce production costs, 
energy consumption, and pollution as compared to non-enzymatic products 
and processes. An important group of enzymes is the proteases. 
Proteases are carbonyl hydrolases which generally act to cleave peptide 
bonds of. . . The extracellular proteases are of commercial value and 
find multiple applications in various industrial sectors. Industrial 
applications of proteases include food processing, 

brewing, alcohol production, peptide synthesis, enantioselectivity , hide 
preparation in the leather industry, waste management and animal 
degradation, silver recovery in. . . milling. Additionally, proteases 
are important components of laundry detergents and other products. 
Within biological research, proteases are used in purification 
processes to degrade unwanted proteins. It is often desirable to 
employ proteases of low specificity or mixtures of more specific 
proteases. 

in laundry detergents to aid in the removal of proteinaceous 
stains (e.g., Crabb, ACS Symposium Series 460:82-94, 1991). In the 
food processing industry, serine proteases are used to 

produce protein-rich concentrates from fish and livestock, and in the 
preparation of dairy products (Kida et al . , Journal of Fermentation and 
Bioengineering 80:478-484, 1995; Haard and Simpson, in Martin, A. M., 
ed., Fisheries Processing: Biotechnological Applications, 
Chapman and Hall, London, 1994, 132-154; Bos et al . , European Patent 
Office Publication 494 149 Al ) . 

e.g., an archeal source, a bacterial source, a fungal source 
(e.g., filamentous ascomycetes, such as Cochliobolus heterostrophus, 
e.g., C. heterostrophus strain C4, having ATCC accession no. 
48331), or an environmental source, e.g., a mixed environmental source, 
e.g., as set forth below.. 

188Cochliobolus heterostrophus strain C4 (ATCC 48331) 
211 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
235 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
165 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
200 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
230 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
158, 159 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
193, 194 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
223Cochliobolus heterostrophus strain C4 (ATCC 48331) 
180 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
219Cochliobolus heterostrophus strain C4 (ATCC 48331) 
151 Cochliobolus heterostrophus strain C4 (ATCC 48331) 
172Cochliobolus heterostrophus strain C4 (ATCC 48331) 
205Cochliobolus heterostrophus strain C4 (ATCC 48331) 
255Cochliobolus heterostrophus strain C4 (ATCC 48331) 
249 Cochliobolus heterostrophus strain C4 (ATCC 48331) 



187, 
210, 
234, 
164, 
199, 
229, 



222, 
179, 
218, 
150, 
171, 
204, 
254, 
248, 



241, 242 Cochliobolus heterostrophus strain C4 (ATCC 48331) 



85, 86 Environmental 

11, 12 Environmental 

121, 122 Environmental 

117, 118 Environmental 

119, 120 Environmental 

83, 8 4 Environmental 

9, 10 Environmental 
93, 94. . . 
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224 225-228 229 230 
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173 174-178 179 180 

212 213-217 218 219 
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comprising recombination, recursive sequence recombination, 
phosphothioate-modif ied DNA mutagenesis, uracil-containing template 
mutagenesis, gapped duplex mutagenesis, point mismatch repair 
mutagenesis, repair-deficient host strain mutagenesis, 
chemical mutagenesis, radiogenic mutagenesis, deletion mutagenesis, 
restriction-selection mutagenesis, restriction-purification mutagenesis, 
artificial gene synthesis, ensemble mutagenesis, chimeric nucleic acid 
multimer. 

comprising recombination, recursive sequence recombination, 
phosphothioate-modif ied DNA mutagenesis, uracil-containing template 
mutagenesis, gapped duplex mutagenesis, point mismatch repair 
mutagenesis, repair-deficient host strain mutagenesis, 
chemical mutagenesis, radiogenic mutagenesis, deletion mutagenesis, 
restriction-selection mutagenesis, restriction-purification mutagenesis, 
artificial gene synthesis, ensemble mutagenesis, chimeric nucleic acid 
multimer. 

a newly engineered phenotype. In another aspect, the method 
can comprise culturing the selected cell, thereby generating a new cell 
strain comprising a newly engineered phenotype. 

acid of the invention, wherein the polypeptide has a protease 
activity. The protease can be a nonsurf ace-active protease or a 
surface-active protease. The protease can be formulated in a 
non-aqueous liquid composition, a cast solid, a granular form, a 
particulate form, . 

defined amount of one or more polypeptides (including 
antibodies) or nucleic acids immobilized onto a defined area of a 
substrate surface, as discussed in further detail, below. 

as appropriate for activating promoters, selecting 
transf ormants or amplifying the genes of the invention. Following 
transformation of a suitable host strain and growth of the 
host strain to an appropriate cell density, the selected 

promoter may be induced by appropriate means (e.g., temperature shift or 
chemical induction) . 

Cell. Probes 10:257-271) and other RNA polymerase mediated 
techniques (e.g., NASBA, Cangene, Mississauga, Ontario); see also Berger 
(1987) Methods Enzymol. 152:307-316; Sambrook; Ausubel; U.S. 
Pat. Nos. 4,683,195 and 4,683,202; Sooknanan (1995) Biotechnology 
13:563-564. 

Inhibition of protease expression can have a variety of 
industrial applications. For example, inhibition of protease 
expression can slow or prevent spoilage. Spoilage can occur when 
polypeptides, e.g., structural polypeptides, are enzymatically degraded. 
This. . . lead to the deterioration, or rot, of fruits and 
vegetables. In one aspect, use of compositions of the invention that 
inhibit the expression and/or activity of proteases, e.g., 
antibodies, antisense oligonucleotides, ribozymes and RNAi, are used to 
slow or prevent spoilage.. . . to slow or prevent spoilage. These 
compositions also can be expressed by the plant (e.g., a transgenic 
plant) or another organism (e.g., a bacterium or other 
microorganism transformed with a protease gene of the 
invention) . The compositions of the invention for the inhibition 
of protease expression (e.g., antisense, iRNA, ribozymes, antibodies) 



can be used as pharmaceutical compositions, e.g., as anti- 
pathogen agents or in other therapies, e.g., anti-inflammatory 
or skin or digestive aid treatments. For example, proteases are 
attractive antimalarial targets. . . especially in the processes of 
host erythrocyte rupture, invasion and hemoglobin degradation; see, 
e.g., Wu (2003) Genome Res. 13:601-616. Selective inhibition 
of the mosquito angiotensin-converting enzyme (ACE) (a dipeptidyl 
carboxypeptidase) involved in the activation/ inactivation of a peptide 
regulating egg-laying activity can be an effective anti-mosquito method; 
see, e.g., Ekbote (2003) Comp. Biochem. Physiol. B. Biochem. Mol. Biol. 
134:593-598. Inhibition of matrix metalloproteases (e.g., 
metalloproteinases ) and collagenases, which can degrade extracellular 
matrices and promote cancer cell migration and metastases, can. 
DETD . . . (SLR), recombination, recursive sequence recombination, 

phosphothioate-modif ied DNA mutagenesis, uracil-containing template 

mutagenesis, gapped duplex mutagenesis, point mismatch repair 

mutagenesis, repair-deficient host strain mutagenesis, 

chemical mutagenesis, radiogenic mutagenesis, deletion mutagenesis, 

restriction-selection mutagenesis, restriction-purification mutagenesis, 

artificial gene synthesis, ensemble mutagenesis, chimeric nucleic acid 

multimer. 

DETD . . . some aspects, random mutations in a sequence of interest are 
generated by propagating the sequence of interest in a bacterial 
strain, such as an E. coli strain, which carries 

mutations in one or more of the DNA repair pathways. Such "mutator" 
strains have a higher random mutation. 
DETD . . . include gram negative bacteria, such as Escherichia coli and 
Pseudomonas f luorescens ; gram positive bacteria, such as Streptomyces 
diversa, Lactobacillus gasseri, Lactococcus lactis, 

Lactococcus cremoris, Bacillus subtilis. Exemplary host cells also 
include eukaryotic organisms, e.g., various yeast, such as Saccharomyces 
sp., including Saccharomyces. 

DETD . . . simultaneously quantified. Alternatively, arrays comprising 
genomic nucleic acid can also be used to determine the genotype of a 
newly engineered strain made by the methods of the invention. 
Polypeptide arrays" can also be used to simultaneously quantify a 
plurality of proteins.. . . comprising a defined amount of one or 
more biological molecules, e.g., oligonucleotides, immobilized onto a 
defined area of a substrate surface for specific binding to a 
sample molecule, e.g., mRNA transcripts. 

DETD . . . methods of the invention provide whole cell evolution, or 
whole cell engineering, of a cell to develop a new cell strain 
having a new phenotype, e.g., a new or modified protease activity, by 
modifying the genetic composition of the cell. The. 

DETD Once the metabolic network for a given strain is built, 

mathematic presentation by matrix notion can be introduced to estimate 
the intracellular metabolic fluxes if the on-line metabolome. 

DETD . . . formulated as a hand or machine laundry detergent composition 
comprising a polypeptide of the invention. A laundry additive suitable 
for pre-treatment of stained fabrics can comprise a 

polypeptide of the invention. A fabric softener composition can comprise 
a protease of the. . . invention. Alternatively, a protease of the 
invention can be formulated as a detergent composition for use in 
general household hard surface cleaning operations. In 

alternative aspects, detergent additives and detergent compositions of 
the invention may comprise one or more other enzymes. 

DETD ... or one or more additional fabric processing steps. During the 
weaving of textiles, the threads are exposed to considerable mechanical 
strain. Prior to weaving on mechanical looms, warp yarns are 
often coated with sizing starch or starch derivatives in order to. 

DETD Treating Foods and Food Processing 

DETD The proteases of the invention have numerous applications in 



food processing industry. For example, in one aspect, 

the proteases of the invention are used to improve the extraction of oil 
from. 

DETD Proteases of the present invention, in the modification of animal feed 
or a food, can process the food or feed 

either in vitro (by modifying components of the feed or food) 

or in vivo. Proteases can be added to animal feed or food 

compositions containing high amounts of arabinogalactans or galactans, 

e.g. feed or food containing plant material from soy bean, 

rape seed, lupin and the like. When added to the feed or food 

the protease significantly improves the in vivo break-down of plant cell 

wall material, whereby a better utilization of the plant. . . more 

digestible by the animal. Thus, proteases of the invention can 

contribute to the available energy of the feed or food. Also, 

by contributing to the degradation of galactan-comprising proteins, a 

protease of the invention can improve the digestibility and uptake of 

carbohydrate and non-carbohydrate feed or food constituents 

such as protein, fat and minerals. 

DETD The proteases of the invention can be in paper or pulp 

treatment or paper deinking. For example, in one aspect, the 

invention provides a paper treatment process using proteases 

of the invention. In another aspect, paper components of recycled 

photocopied paper during chemical and enzymatic deinking. 

proteases of the invention can be used in combination with cellulases, 

pectate lyases or other enzymes. The paper can be treated by 

the following three processes: 1) disintegration in the presence of 

proteases of the invention, 2) disintegration with a deinking chemical 

and proteases of the invention, and/or 3) disintegration after soaking 

with proteases of the invention. The recycled paper treated 

with proteases can have a higher brightness due to removal of toner 

particles as compared to the paper treated with just 

cellulase. While the invention is not limited by any particular 

mechanism, the effect of proteases of the invention may be due to its 

behavior as surface-active agents in pulp suspension. 

DETD . . . from the well bore; reducing the flow of production fluids 
from the formation below expected flow rates; formulating an enzyme 
treatment by blending together an aqueous fluid and a 
polypeptide of the invention; pumping the enzyme treatment to 
a desired location within the well bore; allowing the enzyme 
treatment to degrade the viscous, protein-containing, damaging 
fluid, whereby the fluid can be removed from the subterranean formation 
to the well surface; and wherein the enzyme treatment 
is effective to attack protein in cell walls. 

CLM What is claimed is: 

comprising recombination, recursive sequence recombination, 
phosphothioate-modif ied DNA mutagenesis, uracil-containing template 
mutagenesis, gapped duplex mutagenesis, point mismatch repair 
mutagenesis, repair-deficient host strain mutagenesis chemical 
mutagenesis, radiogenic mutagenesis, deletion mutagenesis, 
restriction-selection mutagenesis, restriction-purification mutagenesis, 
artificial gene synthesis, ensemble mutagenesis, chimeric nucleic acid 
multimer. 

CLM What is claimed is: 

polypeptide as set forth in claim 60, wherein the polypeptide has a 
protease activity, wherein optionally the protease is a non- 
surface-active protease or a surface-active protease, 
and optionally the protease is formulated in a non-aqueous liquid 
composition, a cast solid, a granular form, a particulate. 



=> d hist 



(FILE 'HOME' ENTERED AT 16:31:09 ON 16 DEC 2008) 



INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS , BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:31:20 ON 16 DEC 2008 

SEA (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 O 



1 FILE IFIPAT 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 
QUE (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4759 O 



FILE 'USPATFULL, IFIPAT' ENTERED AT 16:32:25 ON 16 DEC 2008 
L2 3 S LI 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:33:15 ON 16 DEC 2008 





SEA 


ENTEROCOCCUS 


DURANS STRAIN 


141- 


L3 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


141- 




SEA 


ENTEROCOCCUS 


DURANS STRAIN 


152 


L4 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


152 




SEA 


ENTEROCOCCUS 


DRANS 141-1 




Lb 


QUE 


ENTEROCOCCUS 


DRAMS 141-1 






SEA 


ENTEROCOCCUS 


DURANS 141-1 





2 FILE USPATFULL 
L6 QUE ENTEROCOCCUS DURANS 141-1 



FILE 'USPATFULL' ENTERED AT 16:36:57 ON 16 DEC 2008 
L7 2 S L6 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:37:29 ON 16 DEC 2008 

SEA ENTEROCOCCUS DURANS 152 



1 FILE AGRICOLA 

1 FILE BIOENG 

1 FILE BIOSIS 

1 FILE CABA 

2 FILE CAPLUS 
1 FILE FROSTI 
1 FILE FSTA 

1 FILE HEALSAFE 

1 FILE LIFESCI 

1 FILE MEDLINE 

1 FILE PASCAL 

1 FILE SCI SEARCH 

2 FILE USPATFULL 



L8 



QUE ENTEROCOCCUS DURANS 152 



FILE ' AGRICOLA, BIOENG, BIOSIS, CABA, CAPLUS, FROSTI, FSTA, HEALSAFE, 
LIFESCI, MEDLINE, PASCAL, SCISEARCH, USPATFULL ' ENTERED AT 16:38:26 ON 16 
DEC 2008 
L9 15 S L8 

L10 3 DUP REM L9 (12 DUPLICATES REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:40:04 ON 16 DEC 2008 

SEA LACTOCOCCUS LACTIS C-l-92 



1 FILE CAPLUS 
11 FILE GENBANK 

1 FILE PROMT 

2 FILE USPATFULL 

Lll QUE LACTOCOCCUS LACTIS C-l-92 



FILE 'CAPLUS, GENBANK, PROMT, USPATFULL' ENTERED AT 16:41:04 ON 16 DEC 
2008 

L12 15 S Lll 

L13 14 DUP REM L12 (1 DUPLICATE REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:47:33 ON 16 DEC 2008 
SEA LACTOCOCCUS LACTIS C-l-152 



7 FILE GENBANK 
2 FILE USPATFULL 
1 FILE WPIDS 
1 FILE WPINDEX 
L14 QUE LACTOCOCCUS LACTIS C-l-152 



FILE 'GENBANK, USPATFULL' ENTERED AT 16:49:45 ON 16 DEC 2008 
L15 9 S L14 

L16 9 DUP REM L15 (0 DUPLICATES REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:55:03 ON 16 DEC 2008 

SEA FOOD (P) PROCESS? AND INHIBIT? (P) PATHOGEN? AND SURFACE 



0* FILE ADISNEWS 

11 FILE AGRICOLA 

2* FILE ANTE 

1* FILE AQUALINE 

4 FILE AQUASCI 

11* FILE BIOENG 

32 FILE BIOSIS 

11* FILE BIOTECHABS 

11* FILE BIOTECHDS 

12* FILE BIOTECHNO 

13 FILE CABA 

15 FILE CAPLUS 



0* FILE CEABA-VTB 

0* FILE CIN 

1 FILE CROPU 

6 FILE DISSABS 

12 FILE EMBASE 
16* FILE ESBIOBASE 

0* FILE FOMAD 

0* FILE FOREGE 

20* FILE FROSTI 

45* FILE FSTA 

1 FILE GENBANK 

1 FILE HEALSAFE 

39 FILE IFIPAT 

0* FILE KOSMET 

13 FILE LIFESCI 
12 FILE MEDLINE 

0* FILE NTIS 

1* FILE NUTRACEUT 

18* FILE PASCAL 

1* FILE PHARMAML 

2 4 FILE PROMT 

14 FILE SCISEARCH 
16 FILE TOXCENTER 
42 FILE USPATFULL 

5 FILE USPATOLD 

20 FILE USPAT2 

1* FILE WATER 

32 FILE WPIDS 

1 FILE WPIFV 

32 FILE WPINDEX 

QUE FOOD(P) PROCESS? AND INHIBIT? (P) PATHOGEN? AND SURFACE 



SEA LI 7 AND ( ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 



0* FILE ADISNEWS 

0* FILE ANTE 

0* FILE AQUALINE 

0* FILE BIOENG 

0* FILE BIOTECHABS 

0* FILE BIOTECHDS 

0* FILE BIOTECHNO 

1 FILE CAPLUS 

0* FILE CEABA-VTB 

0* FILE CIN 

1 FILE DISSABS 

0* FILE ESBIOBASE 

0* FILE FOMAD 

0* FILE FOREGE 

0* FILE FROSTI 

0* FILE FSTA 

0* FILE KOSMET 

0* FILE NTIS 

0* FILE NUTRACEUT 

0* FILE PASCAL 

0* FILE PHARMAML 

92 FILE USPATFULL 

15 FILE USPAT2 

0* FILE WATER 
QUE LI 7 AND (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 



FILE 'CAPLUS, DISSABS, USPATFULL' ENTERED AT 17:00:10 ON 16 DEC 2008 



FILE 'DISSABS, USPATFULL, USPAT2 ' ENTERED AT 17:00:27 ON 16 DEC 2008 



FILE 'CAPLUS, DISSABS, USPATFULL, USPAT2 ' ENTERED AT 17:00:43 ON 16 DEC 

2008 

L19 109 S L18 

L20 46 S L19 AND TREAT? (P) SURFACE 

L21 3 S L20 AND INHIBIT (P) PATHOGEN (P) 70RGANIS? 

L22 3 S L21 AND (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 

L23 0 S L22 AND INHIBIT? (P) FIRST POPULATION OF MICROORGANISM 

L24 3 S L22 AND (C-l-152 OR C-l-92 OR 152 OR 141-1) 

L25 3 S L24 AND STRAIN 

=> s 125 and strain 152 

L26 0 L25 AND STRAIN 152 

=> s L25 and strain 141-1 

L27 0 L25 AND STRAIN 141-1 

=> s L25 and strain C-l-152 

L28 0 L25 AND STRAIN C-l-152 

=> s 125 and strain C-l-92 

L29 0 L25 AND STRAIN C-l-92 



=> d hist 

(FILE 'HOME' ENTERED AT 16:31:09 ON 16 DEC 2008) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:31:20 ON 16 DEC 2008 
SEA (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 O 



1 FILE IFIPAT 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 

LI QUE (ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) AND (PTA-4759 O 



FILE 'USPATFULL, IFIPAT' ENTERED AT 16:32:25 ON 16 DEC 2008 
L2 3 S LI 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:33:15 ON 16 DEC 2008 





SEA 


ENTEROCOCCUS 


DURANS STRAIN 


141- 


L3 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


141- 




SEA 


ENTEROCOCCUS 


DURANS STRAIN 


152 


L4 


QUE 


ENTEROCOCCUS 


DURANS STRAIN 


152 




SEA 


ENTEROCOCCUS 


DRANS 141-1 




L5 


QUE 


ENTEROCOCCUS 


DRANS 141-1 





SEA ENTEROCOCCUS DURANS 141-1 



L6 



2 FILE USPATFULL 
QUE ENTEROCOCCUS DURANS 141-1 



FILE 'USPATFULL' ENTERED AT 16:36:57 ON 16 DEC 2008 
L7 2 S L6 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS , BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:37:29 ON 16 DEC 2008 

SEA ENTEROCOCCUS DURANS 152 



1 FILE AGRICOLA 

1 FILE BIOENG 

1 FILE BIOSIS 

1 FILE CABA 

2 FILE CAPLUS 
1 FILE FROSTI 
1 FILE FSTA 

1 FILE HEALSAFE 

1 FILE LIFESCI 

1 FILE MEDLINE 

1 FILE PASCAL 

1 FILE SCISEARCH 

2 FILE USPATFULL 

L8 QUE ENTEROCOCCUS DURANS 152 



FILE 'AGRICOLA, BIOENG, BIOSIS, CABA, CAPLUS, FROSTI, FSTA, HEALSAFE, 
LIFESCI, MEDLINE, PASCAL, SCISEARCH, USPATFULL ' ENTERED AT 16:38:26 ON 16 
DEC 2008 
L9 15 S L8 

L10 3 DUP REM L9 (12 DUPLICATES REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ..." ENTERED AT 16:40:04 ON 16 DEC 2008 
SEA LACTOCOCCUS LACTIS C-l-92 



1 FILE CAPLUS 
11 FILE GENBANK 

1 FILE PROMT 

2 FILE USPATFULL 

Lll QUE LACTOCOCCUS LACTIS C-l-92 



FILE 'CAPLUS, GENBANK, PROMT, USPATFULL' ENTERED AT 16:41:04 ON 16 DEC 

2008 

L12 15 S Lll 

L13 14 DUP REM L12 (1 DUPLICATE REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:47:33 ON 16 DEC 2008 

SEA LACTOCOCCUS LACTIS C-l-152 



7 FILE GENBANK 
2 FILE USPATFULL 



L14 



1 FILE WPIDS 
1 FILE WPINDEX 
QUE LACTOCOCCUS LACTIS C-l-152 



FILE ' GENBANK, USPATFULL ' ENTERED AT 16:49:45 ON 16 DEC 2008 
L15 9 S L14 

L16 9 DUP REM L15 (0 DUPLICATES REMOVED) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS , BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 16:55:03 ON 16 DEC 2008 

SEA FOOD (P) PROCESS? AND INHIBIT? (P) PATHOGEN? AND SURFACE 



0* 


FILE 


ADISNEWS 


11 


FILE 


AGRICOLA 


2* 


FILE 


ANTE 


1* 


FILE 


AQUALINE 


4 


FILE 


AQUASCI 


11* 


FILE 


BIOENG 


32 


FILE 


BIOSIS 


11* 


FILE 


BIOTECHABS 


11* 


FILE 


BIOTECHDS 


12* 


FILE 


BIOTECHNO 


13 


FILE 


CABA 


15 


FILE 


CAPLUS 


0* 


FILE 


CEABA-VTB 


0* 


FILE 


CIN 


1 


FILE 


CROPU 


6 


FILE 


DISSABS 


12 


FILE 


EMBASE 


16* 


FILE 


ESBIOBASE 


0* 


FILE 


FOMAD 


0* 


FILE 


FOREGE 


20* 


FILE 


FROSTI 


45* 


FILE 


FSTA 


1 


FILE 


GENBANK 


1 


FILE 


HEALSAFE 


39 


FILE 


IFIPAT 


0* 


FILE 


KOSMET 


13 


FILE 


LIFESCI 


12 


FILE 


MEDLINE 


0* 


FILE 


NTIS 


1* 


FILE 


NUTRACEUT 


18* 


FILE 


PASCAL 


1* 


FILE 


PHARMAML 


24 


FILE 


PROMT 


14 


FILE 


SCISEARCH 


16 


FILE 


TOXCENTER 


2042 


FILE 


USPATFULL 


5 


FILE 


USPATOLD 


620 


FILE 


USPAT2 


1* 


FILE 


WATER 


32 


FILE 


WPIDS 


1 


FILE 


WPIFV 


32 


FILE 


WPINDEX 



L17 QUE FOOD(P) PROCESS? AND INHIBIT? (P) PATHOGEN? AND SURFACE 

SEA LI 7 AND ( ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 



0* FILE ADISNEWS 



0* FILE ANTE 

0* FILE AQUALINE 

0* FILE BIOENG 

0* FILE BIOTECHABS 

0* FILE BIOTECHDS 

0* FILE BIOTECHNO 

1 FILE CAPLUS 

0* FILE CEABA-VTB 

0* FILE CIN 

1 FILE DISSABS 

0* FILE ESBIOBASE 

0* FILE FOMAD 

0* FILE FOREGE 

0* FILE FROSTI 

0* FILE FSTA 

0* FILE KOSMET 

0* FILE NTIS 

0* FILE NUTRACEUT 

0* FILE PASCAL 

0* FILE PHARMAML 

92 FILE USPATFULL 

15 FILE USPAT2 

0* FILE WATER 
QUE L17 AND ( ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 



FILE 'CAPLUS, DISSABS, USPATFULL' ENTERED AT 17:00:10 ON 16 DEC 2008 
FILE 'DISSABS, USPATFULL, USPAT2 ' ENTERED AT 17:00:27 ON 16 DEC 2008 



FILE 'CAPLUS, DISSABS, USPATFULL, USPAT2 ' ENTERED AT 17:00:43 ON 16 DEC 
2008 



L19 


109 


S 


L18 






L20 


46 


s 


L19 


AND 


TREAT? (P) SURFACE 


L21 


3 


s 


L20 


AND 


INHIBIT (P) PATHOGEN (P) 70RGANIS? 


L22 


3 


S 


L21 


AND 


(ENTEROCOCCUS DURANS OR LACTOCOCCUS LACTIS) 


L23 


0 


S 


L22 


AND 


INHIBIT? (P) FIRST POPULATION OF MICROORGANISM 


L24 


3 


s 


L22 


AND 


(C-l-152 OR C-l-92 OR 152 OR 141-1) 


L2b 


3 


S 


L24 


AND 


STRAIN 


L26 


0 


S 


L25 


AND 


STRAIN 152 


L27 


0 


s 


L25 


AND 


STRAIN 141-1 


L28 


0 


S 


L25 


AND 


STRAIN C-l-152 


L29 


0 


s 


L2b 


AND 


STRAIN C-l-92 



=> logoff 

ALL L# QUERIES AND ANSWER SETS ARE 
LOGOFF? ( Y) /N/HOLD : y 
COST IN U.S. DOLLARS 

FULL ESTIMATED COST 



DELETED AT LOGOFF 

SINCE FILE TOTAL 

ENTRY SESSION 

113.40 311.64 



STN INTERNATIONAL LOGOFF AT 17:08:01 ON 16 DEC 2008 



Connecting via Winsock to STN 



Welcome to STN International! Enter x:x 



LOGINID: sssptl89dxw 



PASSWORD: 

TERMINAL (ENTER 1, 2, 3, OR ?):2 



NEWS 1 
NEWS 2 
NEWS 3 



NEWS 22 
NEWS 23 



DEC 01 
JAN 06 



NEWS 

NEWS 6 
NEWS 7 
NEWS 8 
NEWS 9 
NEWS 10 



NEWS 11 

NEWS 12 

NEWS 13 

NEWS 14 

NEWS 15 

NEWS 16 

NEWS 17 

NEWS 18 

NEWS 19 
NEWS 2 0 



JAN 0 7 
FEB 02 



FEB 02 
FEB 06 



FEB 19 

FEB 19 

FEB 23 

FEB 23 

FEB 23 

FEB 23 

FEB 25 

MAR 06 

MAR 11 

MAR 11 
MAR 2 0 



NEWS 21 MAR 23 



MAR 3 0 
APR 03 



NEWS 2 4 APR 0 7 



* Welcome to STN International ********** 

Web Page for STN Seminar Schedule - N. America 
ChemPort single article sales feature unavailable 
The retention policy for unread STNmail messages 
will change in 2009 for STN-Columbus and STN-Tokyo 
WPIDS, WPINDEX, and WPIX enhanced Japanese Patent 
Classification Data 

Simultaneous left and right truncation (SLART) added 

for CERAB, COMPUAB, ELCOM, and SOLIDSTATE 

GENBANK enhanced with SET PLURALS and SET SPELLING 

Patent sequence location (PSL) data added to USGENE 

COMPENDEX reloaded and enhanced 

WTEXTILES reloaded and enhanced 

New patent-examiner citations in 300,000 CA/CAplus 
patent records provide insights into related prior 
art 

Increase the precision of your patent queries — use 
terms from the IPC Thesaurus, Version 2009.01 
Several formats for image display and print options 
discontinued in USPATFULL and USPAT2 
MEDLINE now offers more precise author group fields 
and 2009 MeSH terms 

TOXCENTER updates mirror those of MEDLINE - more 
precise author group fields and 2009 MeSH terms 
Three million new patent records blast AEROSPACE into 
STN patent clusters 

USGENE enhanced with patent family and legal status 
display data from INPADOCDB 

INPADOCDB and INPAFAMDB enhanced with new display 
formats 

EPFULL backfile enhanced with additional full-text 
applications and grants 
ESBIOBASE reloaded and enhanced 

CAS databases on STN enhanced with new super role 
for nanomaterial substances 

CA/CAplus enhanced with more than 250,000 patent 
equivalents from China 
IMSPATENTS reloaded and enhanced 

CAS coverage of exemplified prophetic substances 
enhanced 

STN is raising the limits on saved answers 



NEWS EXPRESS JUNE 2 7 0 8 CURRENT WINDOWS VERSION IS V8 . 3 , 

AND CURRENT DISCOVER FILE IS DATED 23 JUNE 2008. 



NEWS HOURS 
NEWS LOGIN 
NEWS IPC8 



STN Operating Hours Plus Help Desk Availability 
Welcome Banner and News Items 

For general information regarding STN implementation of IPC I 



Enter NEWS followed by the item number or name to see news on that 
specific topic. 

All use of STN is subject to the provisions of the STN customer 
agreement. This agreement limits use to scientific research. Use 
for software development or design, implementation of commercial 



gateways, or use of CAS and STN data in the building of commercial 
products is prohibited and may result in loss of user privileges 
and other penalties. 

************** STN Columbus *************** 

FILE 'HOME' ENTERED AT 13:45:18 ON 09 APR 2009 

=> index bioscience 

FILE 'DRUGMONOG' ACCESS NOT AUTHORIZED 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 0.22 0.22 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 

AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 13:45:46 ON 09 APR 2 0 09 

68 FILES IN THE FILE LIST IN STNINDEX 

Enter SET DETAIL ON to see search term postings or to view 
search error messages that display as 0* with SET DETAIL OFF. 

=> s (Enterococcus durnas or Lactococcus lactis) and (PTA-4759 or PTA-4758 or 
PTA-4760 or PTA-4761) 

1 FILE IFIPAT 
54 FILES SEARCHED. . . 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 

4 FILES HAVE ONE OR MORE ANSWERS, 68 FILES SEARCHED IN STNINDEX 

LI QUE (ENTEROCOCCUS DURNAS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 OR PTA-4 75 8 
OR PTA-4760 OR PTA-4761) 

=> file ifipat uspatfull 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 4.76 4.98 

FILE 'IFIPAT' ENTERED AT 13:49:59 ON 09 APR 2009 
COPYRIGHT (C) 2009 IFI CLAIMS (R) Patent Services (IFI) 

FILE 'USPATFULL' ENTERED AT 13:49:59 ON 09 APR 2009 

CA INDEXING COPYRIGHT (C) 2009 AMERICAN CHEMICAL SOCIETY (ACS) 

=> s 11 

L2 3 LI 

=> rem dup 12 

DUP IS NOT VALID HERE 

The DELETE command is used to remove various items stored by the 
system. 

To delete a saved query, saved answer set, saved L-number list, SDI 
request, batch request, mailing list, or user-defined cluster, format, 
or search field, enter the name. The name may include ? for left, 
right, or simultaneous left and right truncation. 



Examples : 



DELETE BI07/Q - delete 

DELETE 7DRUG/A - delete 

DELETE ?ELEC?/L - delete 

DELETE ANTICOAG/S - delete 

DELETE ENZYME/B - delete 

DELETE .MYCLUSTER - delete 

DELETE . MYFORMAT - delete 

DELETE . MYFIELD - delete 
DELETE NAMELIST MYLIST - delete 



query names starting with BIO 
answer set names ending with DRUG 
L-number lists containing ELEC 
SDI request 
batch request 
user-defined cluster 
user-defined display format 
user-defined search field 
mailing list 



To delete an ordered document or an offline print, enter its 
number . 



Examples : 



DELETE P123001C - delete print request 

DELETE D134002C - delete document order request 

To delete an individual L-number or range of L-numbers, enter the 
L-number or L-number range. You may also enter DELETE LAST followed 
by a number, n, to delete the last n L-numbers. RENUMBER or 
NORENUMBER may also be explicitly specified to override the value of 
SET RENUMBER. 



Examples : 






DELETE 


L21 


- delete a single L-number 


DELETE 


L3-L6 


- delete a range of L-numbers 


DELETE 


LAST 4 


- delete the last 4 L-numbers 


DELETE 


L33- 


- delete L33 and any higher L-number 


DELETE 


-L55 


- delete L55 and any lower L-number 


DELETE 


L2-L6 RENUMBER 


- delete a range of L-numbers and 






renumber remaining L-numbers 


DELETE 


RENUMBER 


- renumber L-numbers after deletion of 



Entire sets of saved items, SDI requests, batch requests, user-defined 
items, or E-numbers can be deleted. 



Examples : 



DELETE 


SAVED /Q 


- delete 


all 


saved queries 


DELETE 


SAVED/A 


- delete 


all 


saved answer sets 


DELETE 


SAVED /L 


- delete 


all 


saved L-number lists 


DELETE 


SAVED 


- delete 


all 


saved queries, answer sets, 






and L-number lists 


DELETE 


SAVED /S 


- delete 


all 


SDI requests 


DELETE 


SAVED /B 


- delete 


all 


batch requests 


DELETE 


CLUSTER 


- delete 


all 


user-defined clusters 


DELETE 


FORMAT 


- delete 


all 


user-defined display format: 


DELETE 


FIELD 


- delete 


all 


user-defined search fields 


DELETE 


SELECT 


- delete 


all 


E-numbers 


DELETE 


HISTORY 


- delete 


all 


L-numbers and restart the 






session at 


LI 



To delete an entire multifile SDI request, enter DELETE and 
the name of the request. To delete a component from the 
multifile SDI, enter DELETE and the name of the component. 



=> dup rem 12 

PROCESSING COMPLETED FOR L2 



2 DUP REM L2 (1 DUPLICATE REMOVED) 



L3 ANSWER 1 OF 2 IFIPAT COPYRIGHT 2009 IFI on STN DUPLICATE 1 
AN 11124117 IFIPAT; IFIUDB; IFICDB 

TI Composition and method for inhibition of microorganisms 
IN Doyle Michael P; Zhao Tong 

PA Unassigned Or Assigned To Individual (68000) 
PPA Georgia, University of Research Foundation Inc (Probable) 
PI US 20060073129 Al 20060406 
AI US 2003-535357 20031124 
WO 2003-US37526 20031124 

20050518 PCT 371 date 

20050518 PCT 102(e) date 
PRAI US 2002-428863P 20021125 (Provisional) 

FI US 20060073129 20060406 

DT Utility; Patent Application - First Publication 
FS CHEMICAL 

APPLICATION 
ED Entered STN: 10 Apr 2006 

Last Updated on STN: 10 Apr 2 0 06 
CLMN 35 

GI 1 Figure (s) . 

FIG. 1 illustrates the results of analyzing four probiotic isolates for 
their DNA fingerprinting by pulsed field-gel electrophoresis; lane 1 
Lambda ladder DNA standard, lane 2 C-l-92 [L. lactis subsp. lactis], lane 
3 C-l-152 [L. lactis subsp. lactis], lane 4 141-1 [E. durans], and lane 5 
152 [E. durans] . 

L3 ANSWER 2 OF 2 USPATFULL on STN 
AN 2006:79924 USPATFULL 

TI Foaming composition of competitive exclusion microbes and method of 

using same 

IN Podtburg, Teresa C, Waconia, MN, UNITED STATES 

Schmidt, Bruce, Apple Valley, MN, UNITED STATES 

Cords, Bruce, Inver Grove Heights, MN, UNITED STATES 

Grab, Lawrence A., Dusseldorf, GERMANY, FEDERAL REPUBLIC OF 

Halsrud, David A., Minneapolis, MN, UNITED STATES 
PI US 20060067915 Al 20060330 

AI US 2005-233922 Al 20050922 (11) 

PRAI US 2004-612882P 20040924 (60) 

DT Utility 
FS APPLICATION 
LN.CNT 18 78 

INCL INCLM: 424/093.400 

INCLS: 435/243.000 
NCL NCLM: 424/093.400 

NCLS: 435/243.000 
IC IPCI A01N0063-00 [I, A] 

IPCR A01N0063-00 [I, A]; A01N0063-00 [I,C] 
CAS INDEXING IS AVAILABLE FOR THIS PATENT. 



(FILE 'HOME' ENTERED AT 13:45:18 ON 09 APR 2009) 

INDEX 'ADISCTI, ADISINSIGHT, ADISNEWS, AGRICOLA, ANABSTR, ANTE, AQUALINE, 
AQUASCI, BIOENG, BIOSIS, BIOTECHABS, BIOTECHDS, BIOTECHNO, CABA, CAPLUS, 
CEABA-VTB, CIN, CONFSCI, CROPB, CROPU, DDFB, DDFU, DGENE, DISSABS, DRUGB, 
DRUGMONOG2, DRUGU, EMBAL, EMBASE, ENTERED AT 13:45:46 ON 09 APR 2 0 09 



SEA (ENTEROCOCCUS DURNAS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 0 



1 FILE IFIPAT 

2 FILE USPATFULL 
1 FILE WPIDS 

1 FILE WPINDEX 
QUE (ENTEROCOCCUS DURNAS OR LACTOCOCCUS LACTIS) AND (PTA-4 759 0 



FILE 'IFIPAT, USPATFULL' ENTERED AT 13:49:59 ON 09 APR 2009 
L2 3 S LI 

L3 2 DUP REM L2 (1 DUPLICATE REMOVED) 

=> logoff 

ALL L# QUERIES AND ANSWER SETS ARE DELETED AT LOGOFF 
LOGOFF? ( Y) /N/HOLD : y 

COST IN U.S. DOLLARS SINCE FILE TOTAL 

ENTRY SESSION 

FULL ESTIMATED COST 6.95 11.93 



STN INTERNATIONAL LOGOFF AT 13:50:26 ON 09 APR 2009 



